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NOVEL POLYNUCLEOTIDES AND POLYPEPTIDES ENCODED 

THEREBY 

BACKGROUND OF THE INVENTION 

The invention generally relates to nucleic acids and polypeptides encoded therefrom. 
More specifically, the invention relates to nucleic acids encoding cytoplasmic, nuclear, 
membrane bound, and secreted polypeptides, as well as vectors, host cells, antibodies, and 
recombinant methods for producing these nucleic acids and polypeptides. 

SUMMARY OF THE INVENTION 

The invention is based in part upon the discovery of nucleic acid sequences encoding 
novel polypeptides. The novel nucleic acids and polypeptides are referred to herein as NOVX, 
or NOVla, NOVlb, NOVlc, NOV2a, NOV2b, Nov2c, NOV3a, NOV3b, NOV4a, NOV4b, 
NOVSa, NOV5b, NOV6, NOV7, NOV8, andNOV9 nucleic acids and polypeptides. These 
nucleic acids and polypeptides, as well as derivatives, homologs, analogs and fragments 
thereof, will hereinafter be collectively designated as "NOVX" nucleic acid or polypeptide 
sequences. 

In one aspect, the invention provides an isolated NOVX nucleic acid molecule 
encoding a NOVX polypeptide that includes a nucleic acid sequence mat has identity to the 
nucleic acids disclosed in SEQ ID NOS: 1, 3, 5, 7, 9, 1 1, 13, 15, 17, 19, 21, 23, 25, 27, 29, and 
31. In some embodiments, the NOVX nucleic acid molecule will hybridize under stringent 
conditions to a nucleic acid sequence complementary to a nucleic acid molecule that includes 
a protein-coding sequence of a NOVX nucleic acid sequence. The invention also includes an 
isolated nucleic acid that encodes a NOVX polypeptide, or a fragment, homolog, analog or 
derivative thereof. For example, the nucleic acid can encode a polypeptide at least 80% 
identical to a polypeptide comprising the amino acid sequences of SEQ ID NOS: 2, 4, 6, 8, 10, 
12, 14, 16, 18, 20, 22, 24, 26, 28, 30, and 32. The nucleic acid can be, for example, a genomic 
DNA fragment or a cDNA molecule that includes the nucleic acid sequence of any of SEQ ID 
NOS: 1, 3, 5, 7, 9, 11, 13, 15,17, 19, 21, 23, 25, 27, 29, and 31. 

Also included in the invention is an oligonucleotide, e.g., an oligonucleotide which 
includes at least 6 contiguous nucleotides of aNOVX nucleic acid {eg., SEQ ID NOS: 1,3,5, 
7, 9, 11, 13, 15, 17, 19,21,23, 25,27,29,and31)oracomplementofsaidohgonucleotide. 
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Also included in the invention are substantially purified NOVX polypeptides (SEQ ID 
NOS: 2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 28, 30, and 32). In certain embodiments, the 
NOVX polypeptides include an amino acid sequence that is substantially identical to the 
amino acid sequence of a human NOVX polypeptide. 
5 The invention also features antibodies that immunoselectively bind to NOVX 

polypeptides, or fragments, homologs, analogs or derivatives thereof. 

In another aspect, the invention includes pharmaceutical compositions that include 
therapeutically- or prophylacticahy-effective amounts of a therapeutic and a pharmaceutical^- 
acceptable carrier. The therapeutic can be, e.g., a NOVX nucleic acid, a NOVX polypeptide, 
10 or an antibody specific for a NOVX polypeptide. In a further aspect, the invention includes, in 
one or more containers, a therapeutically- or prophylacticaUy-effective amount of this 
pharmaceutical composition. 

In a further aspect, the invention includes a method of producing a polypeptide by 
culturing a cell that includes a NOVX nucleic acid, under conditions allowing for expression 
15 of the NOVX polypeptide encoded by the DNA. If desired, the NOVX polypeptide can then 
be recovered. 

In another aspect, the invention includes a method of detecting the presence of a 
NOVX polypeptide in a sample. In the method, a sample is contacted with a compound that 
selectively binds to the polypeptide under conditions allowing for formation of a complex 
20 between the polypeptide and the compound. The complex is detected, if present, thereby 
identifying the NOVX polypeptide within the sample. 

The invention also includes methods to identify specific cell or tissue types based on 
their expression of a NOVX. 

Also included in the invention is a method of detecting the presence of a NOVX 
25 nucleic acid molecule in a sample by contacting the sample with a NOVX nucleic acid probe 
or primer, and detecting whether the nucleic acid probe or primer bound to a NOVX nucleic 
acid molecule in the sample. 

In a further aspect, the invention provides a method for modulating the activity of a 
NOVX polypeptide by contacting a cell sample that includes the NOVX polypeptide with a 
30 compound that binds to the NOVX polypeptide in an amount sufficient to modulate the 

activity of said polypeptide. The compound can be, e.g., a small molecule, such as a nucleic 
acid, peptide, polypeptide, peptidomimetic, carbohydrate, lipid or other organic (carbon 
containing) or inorganic molecule, as further described herein. 
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Also within the scope of the invention is the use of a therapeutic in the manufacture of 
a medicament for treating or preventing disorders or syndromes including, e.g., developmental 
disorders, endocrine disorders, vascular disorders, infectious disease, anorexia, cancer, 
neurodegenerative disorders, lung disorders, reproductive disorders, Alzheimer's Disease, 
5 Parkinson's Disease, immune disorders, and hematopoietic disorders, or other disorders 
related to cell signal processing and metabolic pathway modulation. The therapeutic can be, 
e.g 9 a NOVX nucleic acid, a NOVX polypeptide, or a NOVX-specific antibody, or 
biologically-active derivatives or fragments thereof. 

For example, the compositions of the present invention will have efficacy for treatment 

10 of patients suffering from: neurodegenerative diseases {e.g. Alzheimer's disease, Parkinson's 
disease, Huntington's disease, Multiple Sclerosis, Amyotropic Lateral Sclerosis), acute brain 
injury (e.g. stroke, head injury, cerebral palsy), CNS dysfunctions (e.g. depression, epilepsy, 
and schizophrenia), disorders affecting carbohydrate metabolism (e.g. galactosemia and 
hereditary fructose intolerance), tissue disorders (e.g. Wiskott-Aldrich syndrome, Aldrich 

1 5 syndrome, Eczema-Thrombocytopenia-Immunodeficiency syndrome, thrombocytopenia, night 
blindness, Batten disease, Ceroid Lipofuscinosis, Rett syndrome and Pick disease), disorders 
linked to abnormal angiogeniesis (e.g. cancer), asthma, azoospermia, learning disabilities, 
fecial dysmorphism, autoimmune encephalomyelitis, X-linked severe combined 
immunodeficiency, and other immunological disorders, seizures, migraines, inf l amm ation, 

20 autoimmune disorders; and other disorders affecting sleep, appetite, thermoregulation, pain 
perception, hormone secretion, and sexual behavior. 

The polypeptides can be used as immunogens to produce antibodies specific for the 
invention, and as vaccines. They can also be used to screen for potential agonist and 
antagonist compounds. For example, a cDNA encoding NOVX may be useful in gene 

25 therapy, and NOVX may be useful when administered to a subject in need thereof. 

The invention further includes a method for screening for a modulator of disorders or 
syndromes including, <?.g., developmental disorders, endocrine disorders, vascular disorders, 
infectious disease, anorexia, cancer, neurodegenerative disorders, lung disorders, reproductive 
disorders, immune and autoimmune disorders, and/or other disorders related to cell signal 

30 processing and metabolic pathway modulation. The method includes contacting a test 
compound with a NOVX polypeptide and determining if the test compound binds to said 
NOVX polypeptide. Binding of the test compound to the NOVX polypeptide indicates the test 
compound is a modulator of activity, or of latency or predisposition to the aforementioned 
disorders or syndromes. 
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Also within the scope of the invention is a method for screening for a modulator of 
activity, or of latency or predisposition to an disorders or syndromes including, e.g., 
developmental disorders, endocrine disorders, vascular disorders, infectious disease, anorexia, 
cancer, neurodegenerative disorders, lung disorders, reproductive disorders, immune and 
5 autoimmune disorders, and/or other disorders related to cell signal processing and metabolic 
pathway modulation by administering a test compound to a test animal at increased risk for the 
aforementioned disorders or syndromes. The test animal expresses a recombinant polypeptide 
encoded by a NOVX nucleic acid. Expression or activity of NOVX polypeptide is then 
measured in the test animal, as is expression or activity of the protein in a control animal 

10 which recombinantly-expresses NOVX polypeptide and is not at increased risk for the 

disorder or syndrome. Next, the expression of NOVX polypeptide in both the test animal and 
the control animal is compared, A change in the activity of NOVX polypeptide in the test 
animal relative to the control animal indicates the test compound is a modulator of latency of 
the disorder or syndrome. 

15 In yet another aspect, the invention includes a method for determining the presence of 

or predisposition to a disease associated with altered levels of a NOVX polypeptide, a NOVX 
nucleic acid, or both, in a subject (e.g., a human subject). The method includes measuring the 
amount of the NOVX polypeptide in a test sample from the subject and comparing the amount 
of the polypeptide in the test sample to the amount of the NOVX polypeptide present in a 

20 control sample. An alteration in the level of the NOVX polypeptide in the test sample as 

compared to the control sample indicates the presence of or predisposition to a disease in the 
subject Preferably, the predisposition includes, e.g., developmental disorders, endocrine 
disorders, vascular disorders, infectious disease, anorexia, cancer, neurodegenerative 
disorders, lung disorders, reproductive disorders, immune and autoimmune disorders, and/or 

25 other disorders related to cell signal processing and metabolic pathway modulation. Also, the 
expression levels of the new polypeptides of the invention can be used in a method to screen 
for various cancers as well as to determine the stage of cancers. 

In a further aspect, the invention includes a method of treating or preventing a 
pathological condition associated with a disorder in a mammal by administering to the subject 

30 a NOVX polypeptide, a NOVX nucleic acid, or a NOVX-specific antibody to a subject (ag. , a 
human subject), in an amount sufficient to alleviate or prevent the pathological condition. In 
preferred embodiments, the disorder, includes, e.g., developmental disorders, endocrine 
disorders, vascular disorders, infectious disease, anorexia, cancer, neurodegenerative . 
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disorders, lung disorders, reproductive disorders, immune and autoimmune disorders, and/or 
other disorders related to cell signal processing and metabolic pathway modulation. 

In yet another aspect, the invention can be used in a method to identity the cellular 
receptors and downstream effectors of the invention by any one of a number of techniques 
5 commonly employed in the art. These include but are not limited to the two-hybrid system, 
affinity purification, co-precipitation with antibodies or other specific-interacting molecules. 

Unless otherwise defined, all technical and scientific terms used herein have the same 
meaning as commonly understood by one of ordinary skill in the art to which this invention 
belongs. Although methods and materials similar or equivalent to those described herein can 
10 be used in the practice or testing of the present invention, suitable methods and materials are 
described below. All publications, patent applications, patents, and other references 
mentioned herein are incorporated by reference in their entirety. In the case of conflict, the 
present specification, including definitions, will control hi addition, the materials, methods, 
and examples are illustrative only and not intended to be limiting. 
15 Other features and advantages of the invention will be apparent from the following 

detailed description and claims. 

DETAILED DESCRIPTION OF THE INVENTION 

Included in the invention are novel nucleic acid sequences and their polypeptides. The 
sequences are collectively referred to as "NOVX nucleic acids" or "NOVX polynucleotides" 

20 and the corresponding encoded polypeptides are referred to as "NOVX polypeptides" or 

"NOVX proteins." Unless indicated otherwise, "NOVX" is meant to refer to any of the novel 
sequences disclosed herein. 

NOVX nucleic acids and their encoded polypeptides are useful in a variety of 
applications and contexts. The various NOVX nncleic acids and polypeptides according to the 

25 invention are useful as novel members of the protein families according to the presence of 
domains and sequence relatedness to previously described proteins. Additionally, NOVX 
nucleic acids and polypeptides can also be used to identify proteins that are members of the 
family to which the NOVX polypeptides belong. 

NOV1 is homologous to the Wnt gene family. Thus, NOV1 polypeptides of the 

30 invention include those that function similarly to members of the Wnt gene family. This gene 
family encodes a class of cysteine rich proteins that are known to play an important role in 
vertebrate development and differentiation. Wnt gene family is involved in the signaling 
pathway that decides the fate of embryonic neural cells that take part in development of the 
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brain. Recent work has shown that Wnt signaling controls initial formation of the neural plate 
and many subsequent patterning decisions in the embryonic nervous system, including 
formation of the neural crest Wnt protein signaling continues to be important at later stages of 
development Wnt proteins have been shown to regulate the anatomy of the neuronal 

5 cytoskeleton and the differentiation of synapses in the cerebellum. Wnt protein signaling has 
been demonstrated to regulate apoptosis and may participate in degenerative processes leading 
to cell death in the aging brain. Lymphocyte enhancer factor-1 (LEF-1) mediated Wnt protein 
signaling has been shown to participate in B cell development Recent studies have suggested 
that the Wnt protein signaling pathway may also play a role in Alzheimer's disease. 

10 The Wnt gene family includes several members. Out of those, Wht-1 and Wnt-3a, 

encoded secreted signals are coexpressed at the dorsal midline of the developing neural tube, 
coincident with dorsal patterning. Each signal is essential for embryonic development, Wnt-1 
for midbrain patterning, and Wnt-3a for formation of the paraxial mesoderm. Wnt-3a mutant 
embryos show defects caudal to the forelimb level; somites are absent, the notochord is 

15 disrupted, and the central nervous system has a pronounced dysmorphology. Recent genetic 
studies have shown mat the signalling factor Wnt-3a is required for formation of the 
hippocampus. In addition, studies have shown that primary axis formation depends on Wnt-3. 
Apart from development and maintenance of the neural cells, Wnt-1 and Wnt-3 have been 
discovered as activated oncogenes in mouse mammary tumors. Thus, the NOV1 nucleic acids 

20 and polypeptides, antibodies and related compounds according to the invention are useful in 
therapeutic applications in various neurological disorders such as, but not limited to, 
neurodegenerative diseases (e.g. Alzheimer's, Parkinson's, Multiple Sclerosis, Huntington's, 
Amyotropic Lateral Sclerosis), acute brain injury (e.g. stroke, head injury, cerebral palsy) and 
a large number of CNS dysfunctions (e.g. depression, epilepsy, and schizophrenia). 

25 NOV2 is homologous to the Zmc-transporter-like (ZhOO femily of proteins. Thus, 

NOV2 polypeptides of the present invention include those that function similarly to members 
of the ZNT family. Zinc transporters play a role in transporting zinc ions into cells, and 
regulating processes such as cell survival and proliferation. Zinc-binding proteins have been 
identified in the brain and regulate the steady state concentration of zinc. Because zinc is a 

30 potent inhibitor of numerous sulphydryl-containing enzymes, zinc-binding proteins may plat a 
role in preventing Central Nervous System toxicity by preventing the rise office zinc in the 
brain. Apart from maintenance of neural cells, zinc-binding proteins have been found to play 
an important role in carbohydrate metabolism. The NOV2 nucleic acids and poly peptides, 
antibodies and related compounds according to the invention, therefore, are useful in 
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therapeutic applications in neurological maintenance and various disorders in carbohydrate 
metabolism such as Galactosemia and Hereditary Fructose Intolerance. 

NOV3 is homologous to the Mtsugumin29-like (MG29) family of proteins, which is a 
member of the synaptophysin family. Thus, NOV3 polypeptides of the invention include 
5 those that function similarly to MG29 and other members of the synaptophysin family. 
Synaptophysin and synaptoporin are related glycoproteins: they are the major integral 
membrane proteins of a certain class of small neurosecretory vesicles, although they may also 
be found in vesicles of various non-endocrine cells. The polypeptide chain spans the 
membrane four times and possibly acts as an ion or solute channel. Recently MG29 unique to 

10 the triad junction in skeletal muscle was identified as a novel member of the synaptophysin 
family; the members of this family have four transmembrane segments and are distributed on 
intracellular vesicles. Mouse MG29 cDNA and genomic DNA containing the gene has been 
isolated and analyzed. The MG29 gene mapped to the mouse chromosome 3 F3-H2 is closely 
related to the synaptophysin gene in exon-intron organization, which indicates their intimate 

15 relationship in molecular evolution. RNAblot hybridization and immunoblot analysis revealed 
that MG29 is expressed abundantly in skeletal muscle and at lower levels in the kidney. 
Immunofluorescence microscopy demonstrated that MG29 exists specifically in cytoplasmic 
regions of the proximal and distal tubule cells in the kidney. The results obtained suggest that 
MG29 is involved in the formation of specialized endoplasmic reticulum systems in skeletal 

20 muscle and renal tubule cells. 

Physiological roles of the members of the synaptophysin family, carrying four 
transmembrane segments and being basically distributed on intracellular membranes including 
synaptic vesicles, have not been established yet Recently, MG29 was identified as a novel 
member of the synaptophysin family from skeletal muscle. MG29 is expressed in the 

25 junctional membrane complex between the cell surface transverse (T) tubule and the 

sarcoplasmic reticulum (SR), called the triad junction, where the depolarization signal is 
converted to Ca( 2+ ) release from the SR The distribution and protein structure of MG29 
suggests that this protein is involved in communication between the T-tubular and junctional 
SR membranes. Further, the morphological and functional abnormalities of the mutant muscle 

30 seem to be related to each other and indicate that MG29 is essential for both refinement of the 
membrane structures and effective excitation-contraction coupling in the skeletal muscle triad 
junction. 

The NOV3 nucleic acids and polypeptides, antibodies and related compounds 
according to the invention, therefore, are useful in therapeutic applications in tissue disorders 
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such as, but not limited to, Wiskott-Aldrich syndrome, Aldrich syndrome, Eczema- 
Thrombocytopenia-Immunodeficiency syndrome, Thrombocytopenia, Night Blindness, 
Amyotropic lateral sclerosis, Batten disease, Ceroid Lipofuscinosis, Rett syndrome and Pick 
disease (lobar atrophy). 

5 NOV4 is homologous to the Slit-3-like family of proteins. Thus, NOV4 polypeptides 

of the invention include those that function similarly to Slit-3 and members of the Slit family 
of proteins. Slit is expressed in the midline of the central nervous system both in vertebrates 
and invertebrates. Each Slit gene encodes a putative secreted protein, which contains 
conserved protein-protein interaction domains including leucine-rich repeats (LRR) and 

10 epidermal growth factor (EGF>like motifs, like those of the Drosophila protein. Northern blot 
analysis has revealed that the human Slit-1, -2, and -3 mRNAs are exclusively expressed in the 
brain, spinal cord, and thyroid, respectively. Slit proteins may participate in the formation and 
maintenance of the nervous and endocrine systems by protein-protein interactions. NOV4 
nucleic acids and polypeptides, antibodies and related compounds according to the invention, 

15 therefore, are useful in therapeutic applications in various neurological disorders such as, but 
not limited to, neurodegenerative diseases (e.g. Alzheimer's, Parkinson's, Multiple Sclerosis, 
Huntington's, Amyotropic Lateral Sclerosis), acute brain injury (e.g. stroke, head injury, 
cerebral palsy) and a large number of CNS dysfunctions (e.g. depression, epilepsy, and 
schizophrenia). 

20 NOV5 is homologous to the Leucine Rich Repeat (LRR)/GPCR family of proteins. 

Thus, NOV5 polypeptides of the invention include those that function similarly to other 
members of the Leucine Rich Repeat (LRR)/GPCR family. Proteins within this family have 
been implicated in tissue organization, collagen fibril orienting and ordering during ontogeny, 
and in pathological processes such as wound healing, tissue repair, and tumor stroma 

25 formation. Thus, NOV5 will have important structural and/or physiological functions 

characteristic of tumor angiogenisis. Specifically, NOV5 will be involved in the remodeling of 
die extracellular matrix that occurs during tumor angiogenesis as suggested by the presence of 
a LRR domain in the LRR/GPCR-like protein. NOV5 polypeptide will also act as a receptor 
for an unknown ligand and mediate downstream signalling. 

30 The NOV5 nucleic acids and polypeptides, antibodies and related compounds 

according to the invention are useful, therfore, in potential diagnostic and therapeutic 
applications implicated in various diseases and disorders described below and/or other 
pathologies. For example, the compositions of NOV5 will have efficacy for treatment of 
patients suffering from disorders linked to abnormal angiogenesis, like cancer and more 
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specifically aggressive, metastatic cancer, in particular tumors of the lung, kidney, brain, liver 

and colon. 

NOV6 is homologous to the Major Histocompatibility Complex Enhancer-Binding 
Protein, MAD3. Thus, NOV6 polypeptides of the invention include those that function 
5 similarly to MAD3 and other members of the MAD family of proteins. MAD3 is a checkpoint 
protein required for cell cycle arrest in response to loss of microtubule function The protein 
contains 5 ank repeats and is induced in adherent monocytes. MAD3 may regulate 
transcriptional responses to NF-KAPPA-B, including adhesion- dependent pathways of 
monocyte activation. It interacts directly with the nf-kappa-b complex, presumably through the 
10 P65 subunit 

The NOV6 nucleic acids and polypeptides, antibodies and related compounds 
according to the invention, therefore, are useful in potential diagnostic and therapeutic 
applications implicated in various diseases and disorders described below and/or other 
pathologies. For example, the compositions of NOV6 will have efficacy for treatment of 
15 patients suffering from disorders linked to abnormal angiogenesis, like cancer and more 
specifically aggressive, metastatic cancer, in particular tumors of the lung, kidney, brain, liver 
and colon. 

NOV7 is homologous to the Interleukin-9 protein. Thus, NOV7 polypeptides of the 
invention include those that function similarly to Interleukin-9. Interleukin-9 (IL-9) is a 
20 cytokine that supports IL-2 independent and IL4 independent growth of helper T-cells. 

Interleukin-9 is a cytokine that serves as a regulator of both lymphoid and myeloid systems. 
IL-9 may play a role in Hodgkin disease and large cell anaplastic lymphoma as an autocrine 
growth factor. 

The NOV7 nucleic acids and polypeptides, antibodies and related compounds 
25 according to the invention, therefore, are useful,in potential diagnostic and therapeutic 
applications implicated in various diseases and disorders described below and/or other 
pathologies. For example, the compositions of the present invention will have efficacy for 
treatment of patients suffering from asthma, various types of cancer, azoospermia, learning 
disabilities, fecial dysmorphism, multiple sclerosis, autoimmune encephalomyelitis, X-linked 
30 severe combined immunodeficiency and other immunological disorders. 

NOV8 is homologous to the hydroxytryptamine receptor-like family of proteins. Thus, 
NOV8 polypeptides of the invention include those that function similarly to the 
hydroxytryptamine receptor family. The neurotransmitter serotonin (5-hydioxytryptamine; 5- 
HT) exerts a wide variety of physiologic functions through a multiplicity of receptors and may 
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be involved in human neuropsychiatry disorders such as anxiety, depression, or migraine. 
These receptors consist of 4 main groups, 5-HT-l, 5-HT-2, 5-HT-3, and 5-HT4, subdivided 
into several distinct subtypes on the basis of their pharmacologic characteristics, coupling to 
intracellular second messengers, and distribution within the nervous system. The serotonergic 
5 receptors belong to the multi 5-Hydroxytryptamine Receptor family of receptors coupled to 
guanine nucleotide-binding proteins. Thus, these receptors can modulate the activity of neural 
reward pathways and therefore the effects of various drugs of abuse. 

The NOV8 nucleic acids and polypeptides, antibodies and related compounds 
according to the invention, therefore, are useful in potential diagnostic and therapeutic 

10 applications implicated in various diseases and disorders described below and/or other 

pathologies. For example, the compositions of the present invention will have efficacy for 
treatment of patients suffering from seizures, Alzheimer's disease, mental depression, 
migraines, epilepsy, obsessive-compulsive behavior (schizophrenia), and other disorders 
affecting sleep, appetite, thermoregulation, pain perception, hormone secretion, and sexual 

15 behavior. 

NOV9 is homologous to a thioredoxin-like family of proteins. Thioredoxin is involved 
in several cellular processes such as protein assembly and repair, resistance to ionizing 
radiation, DNA replication, transcription, and cell division. In the NADP/thioredoxin system, 
the reduction of thioredoxin is linked to NADPH via a flavin enzyme, NADP-thioredoxin 

20 reductase(NTR). Thus, the NOV9 nucleic acids, polypeptides, antibodies and related 

compounds according to the invention are useful in therapeutic and diagnostic applications 
implicated in, for example, inflammation, autoimmune disorders, aging and cancer, and/or 
other pathologies/disorders. 

The NOVX nucleic acids and polypeptides can also be used to screen for molecules, 

25 which inhibit or enhance NOVX activity or function. Specifically, the nucleic acids and 

polypeptides according to the invention may be used as targets for the identification of small 
molecules that modulate or inhibit, e.g., neurogenesis, cell differentiation, cell proliferation, 
hematopoiesis, wound healing and angiogenesis. 

Additional utilities for the NOVX nucleic acids and polypeptides according to the 

30 invention are disclosed herein. 

NOV1 

A NOV1 polypeptide according to the invention includes a Wnt-like protein. The 
NOV1 nucleic acid sequences disclosed herein map to chromosome 1. The nucleic acid 

10 
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sequence (and encoded polypeptide) of three NOV1 sequences-NOVla, NOVlb, and NOVlc 

are provided 



NOVla 

5 A NOVla (alternatively referred to herein as sggc_draft_dj881pl9_20000725, 

sggc_draft_dj881pl9_20000725-A, X56842_dal, or CG55702-01), includes the 1082 
nucleotide sequence (SEQ ID NO:l) and which encodes a Wnt-like protein with the amino 
acid sequence shown in Table 1 A. The disclosed ORF begins with a Kozak consensus ATG 
initiation codon at nucleotides 16-18 and ends with a TAG codon at nucleotides 1072-1074. 
10 Untranslated regions upstream from the initiation codon and downstream from the termination 
codon are underlined in Table 1 A, and the start and stop codons are in bold letters. 



Table 1A. NOVla Nucleotide Sequence (SEQ ED NO:l) 

ccctctcgcgcggcgatggccccactq^ 

(x^gctacccgatcrggtgct 

cctgtgtgccagcatcccxsggcctggtcccxaagcagct 

atgcccagcgtggccgagggcatcaagattggc^ 

ggtggaactgcaccaccgtccacgacagcctc 

ggagtcggcctttgtccacgccattgccrgagccggtc 

gaaggcacxxxicgccatctgtggctgcagcagc 

ggggtggctgtagcgaggacatcgagtttggtgggatggtc 

gaaccggccagatgcxrcgctcagcc^tgaaccgccacaa 

agccacatgcacctcaagtgcaagtgccacgggctgtcgggc^^ 

ggt(^caacccgacttccgcgccatcxx;tgacotcctcaag^ 

ggtggtggagaaggaccgggagtcccgcggctgggtggagaccctgcggccgot 

aaggtgcccacggagogcgacctggtct^ 

agacgggctccttcgg»cgcgcgaccgcacctgc^ot 

cctgctgtgctgcggccgcggccac^ 

ttccactggtg ctg ctacx3tcagctgccaggagtgcacgcgc^ 

aggcaccggc - 

Variant sequences of NOVlb are included in Example 2, Table 48 and 49. A variant 
1 5 sequence can include a single nucleotide polymorphism (SNP). A SNP can, in some instances, 
be referred to as a "cSNP" to denote that the nucleotide sequence containing the SNP 
originates as a cDNA. 

The NOVla polypeptide (SEQ ID NO:2) encoded by SEQ ID NO:l is 352 amino acid 
residues in length, has a molecular weight of 39364.3 Daltons, and is presented in Table IB. 

20 

Table IB. NOVla protein sequence (SEQ ID NO:2) 

MAPLGYFIiIJjCSLKQA^ 

EGIKIGIQBCQHQFRGRRWNCTTVHDSLAJFGP 
ICGCSSRHQGSPGKGWKWGGCSEDIEFGGMVSREFADAR 

KCKCHGLS GS CEVKTCWWS QPDFRAI GDFLKDKYDS AS EMWEKHRE SRGVATETIjRPRYTYFKVPTB 
RDLVYYEASPNFCEPNPETGSFGTRDRTCW^ 

YVSCQBCTRVYDVHTCK ' 
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NOVlb 

A NOVl variant also includes a NOVlb (alternatively referred to herein as 
GM_AL136379_A). A disclosed NOVlb sequence of 1 1 16 nucleotide sequence (SEQ ID 
5 NO:3) is shown in Table 1C. The disclosed ORF begins with a Kozak consensus ATG 
initiation codon at nucleotides 31-33 and ends with a TAG codon at nucleotides 1087-1089. 
Untranslated regions upstream from the initiation codon and downstream from the termination 
codon are underlined in Table 1C, and the start and stop codons are in bold letters. 



Table 1C. NOVlb Nucleotide Sequence (SEQ ID NO:3) 

TCCCGGCCCTCCGCGCCCTCTCGCGCG^ 

TCAAGCACKCTCTGGGCAGCTArc 

GGGCTOXmGCCCATCCrc^ 

AACTACGTGGAGATCATGCCCAGCGTGGCCGAGGGCATCAAGATTC 

AGTTCCGCGGCCGCCGGTGGAACTGC&CCACC^ 

GGACAAAGCTACCAGGGAGTCGGCCTTTGTC 

A<^CGCTCATGTGCAGAAGGCACGGCCGCCATCTGTGGCTC^ 

GCAAGGGCTGGAAGTGGGGTGGCTGTAGCGAGGACA 

CGCCGACGCCCGGGAGAACO^CCAGATGrc^ 

CGCCAGGCCATCGCCAGCCACATGCACCTCAAGT^ 

TGAAGACATGCTGGTGGTCGCAACCCGACTTCCGCGCCATC 

CAGCGCCTOSGAGATGGTGG^^ 

CGCTACACCTACTTCAAGGTGCCCACGGAGCGCGACCTGG 
GCGAGCCCAACCCTGAGACGGGCTCCTTCGGCATO 

CATCGACGGCTGCGACCTGCTGTGCTGCGGCCGCGGCCACAACGCGCGAGCG^ 
AAGTGCCGCTGCGTGTTCCACTGGTGCTC 

TGCACACCTGCAAGTAGGCACCGGCCGCGGCTCCCCCTGGACGG 

Variant sequences of NOVlb are included in Example 2, Table 50. A variant 
sequence can include a single nucleotide polymorphism (SNP). A SNP can, in some instances, 
be referred to as a "cSNP" to denote that the nucleotide sequence containing the SNP 
originates as a cDNA. 

The NOVlb protein (SEQ ID NO:4) encoded by SEQ ID NO:3 is 352 amino acid 
residues in length, has a molecular weight of 39364.3 Daltons, and is presented in Table ID. 



Table ID. NOVlb protein sequence (SEQ ID NO:4) 

MAPL^YFI^LCSLKQALGSYPI 

EGIKIGIQECQHQFRGRRWNCTTVHDSLAI^ 

I CGCS SRHQGSPGKGWKWGGCSITO IBFGGMVSREFADARENRP 

KCKCHGLSGSCEVKTCWWSQPDF^ 

RDIiVYYEASPNFCEPOTETGSFGTRDRT^^ 

YVS CQECTRVYD VHTCK 



20 NOVlc 

A NOVl variant is a NOVlc (alternatively referred to herein as CG55702-04) 
disclosed, includes the 947 nucleotide sequence (SEQ ID NO:5) shown in Table IE. The 
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NOVlc ORF begins at nucleotides 5-7 and ends at nucleotides 944-946. Untranslated regions 
upstream from the initiation codon and downstream from the termination codon are underlined 
in Table IE, and the start and stop codons are in bold letters. 



Table IE. NOVlc Nucleotide Sequence (SEQ ID NO:5) 



CCTAC TTGCAGGTGTGC&CGTCGTAGAC 

G^CAaSCAGOSGCACT^ 

AGGTCGCAGCCX3TCGATGCCX3TGCGAGCT 

TCTCAGGGTTGGGCTCGCAGAAGTTGGGCGAGGCCT^ 

CTTGAAGTAGGTGTAGCGCGGCCGCAGGGTCTCCACCCAGCOT 

ACCATCTCCGAGGCGCTGTCGTACTTGTCCT^ 

AGCGGACATCTGGCCGGTTCTCCCX3GGCGTCXMCGAACT 

GTCCTCGCTIC^GCCACCCC^CTTCC^^ 

CAGATGGCGGCC^GCCTTCTGCACATGAGOT^ 

CGTGGACAAAGGCCGACTCCCTGGTAGCTTTGTC^ 

GACGGTGGTGCAGTTCCACCX^CGGCCGCGGAAC^^ 

CCCTCK3GCCACGCIX3GGCATGATCTCCAOT 

CCGGGATGCTGGCACACAGGATGGGCTGCGAGCCCAC^^ 

CCACCAGATCGGGTAGCTGCCCAGAGCCTGCTTC^ 

GCCATCAAG 



The NOVlc protein (SEQ ID NO:6) encoded by SEQ ID NO:5 is 313 amino acid 
residues in length, has a molecular weight of 34988.3 Daltons, and is presented in Table IF. 



Table IF. NOVlc protein sequence (SEQ ID NO:6) 

MAPSiYFLLLCSIiKQAL 
EGIKIGIQECQHQFRGRRWNCTTVHD^ 

ICGCSSim<&SPGKGWWGGCSEDIBFGGmSTlBFADAREmiPDVR 
MVVEKHRESRGWVETLRPRYTYFKVPTEMLVYYBASPOT 

DLLCCGKGHNARAERRREKCRCVFHWCCYVSCQBC^ 

10 

A Novl c polypeptide may vary from the disclosed amino acid sequence at the N- 
terminus and/or at the C-terminus by one amino acid residue. Specifically, a NOVlc 
polypeptide is disclosed wherein a leucine residue precedes the N-tenninal methionine 
residue. Alternatively, a NOVlc polypeptide is disclosed wherein a leucine precedes the N- 
1 5 terminal methionine residue and the C-terminus is extended by one amino acid residue 
selected from one of the 20 naturally occurring amino acids. In yet another form, NOVlc 
polypeptide has an N-tenninal methionine residue and the C-terminus is extended by one 
amino acid residue selected from one of the 20 naturally occurring amino acids. 

20 NOV1 Clones 

The Psort profile for NOV1 predicts that this polypeptide sequence is likely to be 

localized outside the cell with a certainty of 0.4037. The Signal P predicts a likely cleavage 
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site for a NOV1 polypeptide is between positions 18 and 19, at the dash in the sequence 

ALG-SY. 

A search against the Patp database, a proprietary database that contains sequences 
published in patents and patent publications, yielded several homologous proteins. These 
5 proteins are identified in Table 1 G. 



Table 1G. Patp results forNOVl 






Smallest 






Sum 




High 


Proh 


Sequences producing High- scoring Segment Pairs: 


Score 


P(N) 


>patp:AAY57596 Murine Wnt-3a protein 
>patp:AAW30618 Human Wnt-3 protein 
>patp;AAY41719 Human PROB64 protein 


1892 
1704 
902 


2.9e-195 
2.4e-175 
2.3e-90 



In a BLAST search of public sequence databases, it was found, for example, that the 
nucleic acid sequence of NOVla has 939 of 1075 bases (87%) identical to a Wnt-3A 
cysteine-rich protein mRNA from Mus musculus (GENBANK-DD: MMWNT3A|acc:X56842 

10 ). The full amino acid sequence of the protein of the invention was found to have 338 of 352 
amino acid residues (96%) identical to, and 344 of 352 amino acid residues (97%) similar to 
the 352 amino acid residue Wnt-3A PROTEIN PRECURSOR from Mus musculus 
(SWISSPROT-ACC:P27467). 

Similarly, in a BLAST search of public sequence databases, it was found, for example, 

15 that the nucleic acid sequence of NOVlb has 946 of 1084 bases (87%) identical to a Wnt-3A 
mRNA from Mus musculus (GENBANK-ID: X56842). The full amino acid sequence of the 
protein of NOVlb was found to have 338 of 352 amino acid residues (96%) identical to, and 
344 of 352 amino acid residues (97%) similar to, the Wnt-3A protein from Mus musculus 
(ACC:P27467). Furthermore, in a BLAST search of public sequence databases, it was found, 

20 for example, that the fall amino acid sequence of the protein of NOVlc was found to have 191 
of 193 amino acid residues (98%) identical to human Wnt-3A (TREMBLNEW- 
ACC:BAB61052). 

Additional BLAST results are shown in Table 1H. In all BLAST alignments herein, the 
<f E-value" or "Expecf * value is a numeric indication of the probability that the aligned 

25 sequences could have achieved their similarity to the BLAST query sequence by chance alone, 
within the database that was searched. For example, the probability that the subject ("Sbjct") 
retrieved from the HT BLAST analysis, matched the Query IIT sequence purely by chance is 
the E value. The Expect value (E) is a parameter that describes the number of hits one can 
"expect" to see just by chance when searching a database of a particular size. It decreases 

30 exponentially with the Score (S) that is assigned to a match between two sequences. 
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Essentially, the E value describes the random background noise that exists for matches 
between sequences. Blasting is performed against public nucleotide databases such as 
GenBank databases and the GeneSeq patent database. For example, BLASTX searching is 
performed against public protein databases, which include GenBank databases, SwissProt, 
5 PDBandPIR. 

The Expect value is used as a convenient way to create a significance threshold for 
reporting results. The default value used for blasting is typically set to 0.0001 . In BLAST 2.0, 
the Expect value is also used instead of the P value (probability) to report the significance of 
matches. For example, an E value of one assigned to a hit can be interpreted as meaning that 
10 in a database of the current size one might expect to see one match with a similar score simply 
by chance. An E value of zero means that one would not expect to see any matches with a 
similar score simply by chance. See, 

http://www.ncbi jilm.nih^ Occasionally, a string of X's or N's 

will result from a BLAST search. This is a result of automatic filtering of the query for low- 

15 complexity sequence that is performed to prevent artifactual hits. The filter substitutes any 
low-complexity sequence that it finds with the letter "N" in nucleotide sequence (e.g., 
'TsJNNNNlSttW^ or the letter "X" in protein sequences (e.g, 9 "XXXXXXXXX"). 

Low-complexity regions can result in high scores that reflect compositional bias rather than 
significant position-by-position alignment. Wootton and Federhem M ethods Enzymol 

20 266:554-571,1996. 



Table 1H. BLAST results for NOV1 




Gene Index/ 
Identifier 


Protein/ Organism 


Length 
<aa) 


Identity 
(%) 


Positives 
(%) 


Expect 


ptnnTREMBLNEW- 
ACC:BAB61052 


WNT3A 
[Homo sapiens] 


352 


352/352 
(100%) 


352/352 
(100%) 


1.7e- 
202 


ptar.SWISSPROT- 
ACC:P27467 


WNT-3A PROTEIN 
PRECURSOR 
[Mus musculus] 


352 


338/352 
(96%) 


344/352 
(97%) 


4.6e- 
195 


ptnnSWISSPROT- 
ACCdP31285 


WNT-3 A PROTEIN 
PRECURSOR 
(XWNT-3A) 
[ Xawpus laevis] 


352 


296/352 
(84%) 


321/352 
(91%) 


5.4*- 
176 


ptnnSWISSNEW- 
ACCJ56703 


WNT-3 proto-oncogene 
proteia precursor - 
[Homo sapiens] 


355 


297/350 
(84%) 


319/350 
(91%) 


3.8e- 
175 



A multiple sequence alignment is given in Table II, disclosed NOV1 protein sequences 
25 are shown on line 1, in a ClustalW analysis comparing NOV1 with related protein sequences 
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is disclosed in Table 1H. The homologies shared by NOVla, NOVlb, and NOVlc 
polypeptides are also shown in Table II. 

Table 1L Information for the ClustalW proteins: 

1. >NOVla;SEQIDNO:2 

2. >NOVlb; SEQIDNO:4 

3. >NOVlc;SEQIDNO:6 

4. >BAB61052/ WNT3A [Homo sapiens]; SEQ ID NO:33 

5. >P27467/WNT-3 A protein precursor [Mus musctdus]; SEQ ID NO:34 

6. >P3 1285/WNT-3 A protein precursor [Xenopus laevis]; SEQ ID NO:35 

7. >P56703/WNT-3 proto-oncogene protein-precursor [Homo sapiens]; SEQ ID NO:36 



15 



20 



10 



20 



30 
-I- 



40 



50 



NOVla 
NOVlb 
NOVlc 
BAB61052 
P27467 
P31285 SJG- 
P56703 



LLCSLKQA1 



vVG? Q Y S 3 LGS Q ? I LC A3 I F G 



cslkqalgsyf:v;w3lavg?c 



rQFILCASIPG 



LLCS LKQALG5 YP I V"ri 3 LA'/GFQ Y5 5 LGSQP I LC A3 I ?G 



LGYjaLHLLCSLKQALGS YPIV?WSLAVGFQYS3LGSQP I L-CA3 I FG 



QPILCASIPC 



QYSSLG 



60 



70 



80 



90 



100 



25 



30 



NOVla 

NOVTh 

NOVlc 

BAB61052 

P27467 

P31285 

P56703 



LVPKQLRFCRNYVEIMPSVAEG 



L VP KQLRFCRN YV £ I i v i F S y'AEGjjK I G I Q 5 CQHQFRGRRWN'CT? VijjDS L AI 



,F CRN YV E I MP S VAEGUKI G I QE CQHQFF.GRRWNC?T7j|jDS L AI 



. F C FI V J Y V E I M F S V AE G 



LVF KQLRFC RM YV 5 1 MPS V AEGffl K2G I QE CQKQ F RGRRWNC T T VggjSLAI 



KI GI QS CQKQFRGRRWNCTT VgpSLAI 




120 



130 



140 



150 



35 



40 



NOVla 
NOVlb 



AAICC-CSSRKQGSPG 



aa:cgcssrkqgspg 



NOVlc tnl^l^l^l^M^^ 

BAB61052 blcl^fcM^ aaigi^ 

P27467 

P31285 

P56703 ble^^^u^^ 



FGPV LDKATRS S AFVKAI A3 AGVAFAVTRS CA5G§AAI CGC5 SRjjQGS PG 



ICGCiFSHiHKjGjvFG 



45 



NOVla 
NOVlb 
NOVlc 



160 



170 



180 



190 



200 



3GWKWGGCSED I S FGGMVS RE FAD ARE MR ? D ARS AI-lKRH^SAGRCg I 



SGW KWGGCS ED 1 E FGGMVS RE FADARENR? D ARS AMHRHNNS AG RQ™ 1 ' 



R S AMN R KNN E AG RQ 
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JGW KWGGCSEDIS FGC-MVSR3 F ADAREKR? DARS Af'-NRHNNE AGRC* 



9GVJKv?GGCS EDI 3FGGMVS REFAJDAJIEKRFD ARS AKNRHNNE AGRCE 




NOVla 

NOVlb 

NOVlc 

BAB61052 

P27467 

P31285 

P56703 



210 220 
|....|....|....|.. 



240 



250 



230 
..|....|. 



HKH L X C X CK G L S GS CE V XT C W i'J S QF D F R g I GD FL KD X Y DS A 3 2MWS KK ? 



HKHLXC KCKGL3GS CSV XTCvIvJ S Q F D FRrt I GD FLKD KYDS A3 EMW 3 KH.- 



I GD0L KB KYDS A3 EMW3KH 3 



HMHLXCKCKGL3GS CS VKTCWwEsQFDFRE I GD FLKD KYDS A3 2MW3KH? 



NOVla 

NOVlb 

NOVlc 

RAB61052 

P27467 

P31285 

P56703 



260 270 280 290 

|....|....|....|....|....|....|....|.. 



300 



S 3 RGlvVETLR? R YT YF KVFT ERDLVYYEAS FNFCEFwPETGS FGTRDRT C 



: 3 RGivVETLR F R YT YFKVF TE RDL \ 



S 3 RG;-rv ETLR PR YT YFKV FTERDLVY YEAS ?MFCS?MF ^TG3 FGTRDRTv. 



S 3 RG WV ETLRF R YT Y F KV FT E RDLV YYEASFMFCEF w FS TG3FGTRDRT C 



E S RGW V S T LRFRYTYF Kv ? T ERDLVYYEAS PKFCE PNFSTGS FGT RDRT L 



5?KFCS?NFiTGSF 


GTRDRiajC 






GTRDRTC 



310 320 330 340 350 



NOVla 
NOVlb 
NOVlc 
BAB61052 iwiaaatwuc 
P27467 
P31285 
P56703 



>7VSSKGIDGCDLLCCGRGHNAF.ffiERRREKCSCVFKWCCY\'SCQECTRVYr. 



"P/SSKG I DG CDLLC CGRGHSARgERRR I XCgC VFK W CCYVS CQ5CTRVYD 



CDLLC CGRGKNARSERRREKCgCVFH W CCYVS CQE CTRVYE 



MVSSHGIDGCDLLCCGRGHNARi 



HC- 1 DG C D LLC CG RGS &il R jU E & R & E XCigCBFHW CCYVS CQE CjjRVYD 



NOVla WiWM 

NOVlb ftfeW 

NOVlc QSSS 

BAB61052 d!idnL4&l 

P27467 iS&EsUj 

P31285 J3g333 

P56703 2S3S 



17 



WO 02/24733 PCTAJSOl/29115 
The presence of identifiable domains in the protein disclosed herein was determined by 
searches using algorithms such as PROSITE, Blocks, Pfam, ProDomain, Prints and then 
determining the Interpro number by crossing the domain match (or numbers) using the 
Interpro website (http:www.ebi.ac.uk/interpro/). Table 4J lists the domain description from 
5 DOMAIN analysis results against N0V1 . 



Table 1J Domain Analysis of NOV1 


Model 


Region of 
Homology 


Score (bits) 


E value 


Wnt 


41-352 


742.7 


8.7e-270 



The presence of protein regions on NOV1 that are homologous to the Wnt domain 
(EPR000970) is consistent with the organization of members of the Wnt Protein Family. This 

10 indicates that the NOV1 sequence has properties similar to those of other Wnt-like proteins 
known to contain these domains. 

A Wnt-like protein in the invention includes NOV1 sequences expressed in the fetal 
and adult brain. Hie expression pattern, map location, domain analysis, and protein similarity 
information for the invention reveals that the invention includes NOV1 polypeptides that 

1 5 function as a Wnt-like proteins. The NOV1 nucleic acids and proteins of the invention, 
therefore, are useful in potential therapeutic applications implicated, for example but not 
limited to, in various pathologies/disorders as described below and/or other 
pathologies/disorders. Potential therapeutic uses for the inventions) are, for example but not 
limited to, the following: (i) protein therapeutic, (ii) small molecule drug target, (iii) antibody 

20 target (therapeutic, diagnostic, drug targeting/cytotoxic antibody), (iv) diagnostic and/or 
prognostic marker, (v) gene therapy (gene delivery/gene ablation), (vi) research tools, and 
(vii) tissue regeneration in vitro and in vivo (regeneration for all these tissues and cell types 
composing these tissues and cell types derived from these tissues). 

The nucleic acids and proteins of the invention are useful in potential diagnostic and 

25 therapeutic applications implicated in various diseases and disorders described below and/or 
other pathologies. By way of non-limiting example, the compositions of the present invention 
will have efficacy for treatment of patients suffering from neurological disorders such as 
neural developmental defects, neurodegenerative diseases (including Alzheimer's disease), 
cancer (including mammary tumors) and B cell proliferation disorders. It will also be useftd 

30 for treating disorders in other organs where it is expressed. It can also be used to treat 

conditions where development and differentiation are impaired and which may be corrected by 
Wnt-3a signaling pathway. For example, but not limited to, a cDNA encoding the Wnt-like 
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protein may be useful in gene therapy, and the Wnt-like protein may be useful when 
administered to a subject in need thereof. NOV1 proteins and nucleic acids, or fragments 
thereof, are useful in diagnostic applications, wherein the presence or amount of the nucleic 
acid or the protein are to be assessed. 
5 These materials are further useful in the generation of antibodies that bind 

immunospecifically to the novel substances of the invention for use in therapeutic or 
diagnostic methods. The disclosed NOV1 protein has multiple hydrophilic regions, each of 
which can be used as an immunogen. In one embodiment, a contemplated NOV1 epitope is 
from about amino acids 50 to 100. In another embodiment, aNOVl epitope is from about 
10 amino acids 120 to 200. In additional embodiments, NOV1 epitopes are from about amino 
acids 205 to 300, and from about amino acids 301 to 345. 

NOV2 

A protein of die invention, referred to herein as NOV2, is a Zinc transporter-like 
1 5 protein (ZNT)-like protein. The nucleic acid sequence (and encoded polypeptide) of three 
NO V2 sequences- NOV2a, NOV2b, and NOV2c are provided. 

NOV2a 

A NOV2a (alternatively referred to herein as 30370359_dal), includes the 1431 
20 nucleotide sequence (SEQ ID NO:7) shown in Table 2A. The disclosed ORF begins with a 
Kozak consensus ATG initiation codon at nucleotides 292-294 and ends with a TAG codon at 
nucleotides 1399-1401. Untranslated regions upstream from the initiation codon and 
downstream from the termination codon are underlined in Table 2A, and the start and stop 

codons are in bold letters. 

25 j __J . 

Table 2A. NOV2 Nucleotide Sequence (SEQ ID NO:7) 

~CAGATATCATATGAAAGACATACACACTTC^ 
TTTTGTA<reTCAAAACAATGA^ 
ACAACACTG&TGTAGGAAG 
TATAAATAATTCK2AGTGCTGCT 
AGCTOCAGCTCATCCTGGCCGTCATGGA^ 
CAAGATGTATGCTTTCACACT^ 
CCCAGtflGAGAGACCAGAGGAGCTGGAGTC 
CAGAAAAGGGGGCGAATGAGTACGCCTATGCCA 
<^TTTTCATGATTGCAGAGGTCGTGGGTGGG(^ 
GCCCACCTCTTAATTGACCTGACCM 
CTCCCTCTAAGCGGCTGACATTTGGATG 
GTGCATCTGGGTGGTGACTGGCGTGOTAGTGTAC 
CAGATCCAGGCGACTGTGATGATCATC 
TGGTTTTGCACCAGAGATGCCTTGGCC^ 
TGCTTTTGTGCATGTCCTTGGAGATOTATTTCA 

19 
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TACTTTAAGCCAGAGTATAAAATAGCO^ 

CCAGCACCATCACTATCTTAAAGGACTTCTC 

TTAGAGTGGTGTG&AAGM 

TGGTCTCTAACAATGAATCAAGTAAT^ 

AAGTGGTTCGGAGAGAAATTGCTAAAGCCCTT^^ 

GATGGAATCTCCAGTTGACCAGGACCCCGACTGCC^^ 

CACACCGTC&GTTTCCCAAATTTG . 



The NOV2a polypeptide (SEQ ID NO:8) encoded by SEQ ID NO:7 is 369 amino acid 
residues in length, has a molecular weight of 40784.1 Daltons, and is presented using the one- 
letter amino acid code in Table 2B. 



Table 2B. NOV2a protein sequence (SEQ ID NO:8) 

MEFLERTYLVNDKAAKMYAFTLE^ 

AYAKWKLCSASAICFIFMIAEWGGHIAGSIiAVVTDAAHLLIDLTSFI^ 
GWHRAEIIXSAIiIiSIIiCIWVVTGVIiVYIiACER^ 
GHNHKI^QANASVRAAFVHALGDL^ 
DFSIIiLMEGVPKSI^SGVKELIIA^ 

KALSKSFTMHSIiTTQMESPVDQDPPCLFCSDPCD 



NOV2b 

A NOV2b (alternatively referred to herein as CG57799-01), includes the 1623 
10 nucleotide sequence (SEQ ID NO:9) shown in Table 2C. The disclosed ORF begins with a 
Kozak consensus ATG initiation codon at nucleotides 292-294 and ends with a TAG codon at 
nucleotides 1558-1560. Untranslated regions upstream from the initiation codon and 
downstream from the termination codon are underlined in Table 2C, and the start and stop 
codons are in bold letters. 

15 . ■ 

Table 2C. NOV2b Nucleotide Sequence (SEQ ID NO:9) 

CAGATATCATATGAAAGACATACACACTT 

TTTTGTAGGTGAAAACAATGAAGCCAGGTAATATTGCAAGG 

ACAACACTGATGTAGGAAGCTCATTATTTTAATTO 

TATAAATAATTGCAGTGCTGCTTTGCTTCCS^ 

AGCCX3CAGCTCATCCTGGCOTTCA TGGAGTCT 

CAAGATGTATGCTTTCACAOTAGAAAGTGTGGAACT 

CCCAGAGAGAGACCAGAGGAGCTGGAOTrCAGGAGGCATC 

CAGAAAAGGGGGCGAATGAGTACGCCTTATGCCAAGTGGAAACn^ 

CATTTTCATGATTGCAGAGGTCGTGGGTGGGCA 

GCCCACCTCTTAATTGACCTGACCAGTTTOT 

CTCCCTCTAAGCGGCTGACATTTGGATG^ 

CACCCTGGTTGTGGTGACTGGOSTGCT^ 

<^GATCCAGG03ACTGTGATGATCATCGTCT^ 

TCTCTTTCAGACTAACTGTGGTTTTC 

CAATGCCAGCGTCAGAGCTGCTTTTC 

ATTAGTGCACTTATTATCTACTTTAAGCCAGAGTATAAAATAGCCGACCC^ 
TTTCCATCCTGGTCTTGGCCAGCACCATCTCT^ 
TGTGCCAAAGAGCCTGAATTAt^GTGGTGTGAAAGAGCOT 
GTGCACftGCCTGKZACAT^ 

CAGCCAGCCGGGAGAGCCAAGTGGTTCGGAGAGAAATTGCT 
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GCACTCACTCAC(^TTCAGATGGAATCT 
CCCTGTGAACTAGCTCAGTCACACCGTCAGT^ 
TATGCAGTTTCTGCATCATAGAAAATAAGGAA^ 
ATTTTATCTATTTATTTAGTTCCA 

ATTATATACTGATCA 



The NOV2b polypeptide (SEQ ID NO:10) encoded by SEQ ID NO:9 is 422 amino 
acid residues in length, has a molecular weight of 47199.6 Daltons, and is presented using the 
one-letter amino acid code in Table 2D. 



Table 2D. NOV2b protein sequence (SEQ ED NO:10) 

MEFLERTYLVNDKAAKMYAFTLE^ 
AYAKWKICSASAICFIFMIAKWGGHIAGSLAVVTD^ 

GWHRAQVLFS ILSLITLVVVTGVLVYIjACERIiLYPDYQ I QATVMI I VS SCAVAAAKNI VLS FRLTW 
IiHQRCLGRNHKBVQANASVRAAFVHALGDLFQS I SVLI S ALI I YFKPEYKI ADPI CTF I FS ILVLAS 
TISILKDFFFIaLMEGVPKSLNYSGVKELILSVDGVLSVHSIiH 
VRREXAKALSKSFTOQISMIQMESPVDQDPD 

NKEPKBBIHVMVQCTFYLFI 

NOV2c 

A NOV2c (alternatively referred to herein as CG57799-02), includes the 1318 
nucleotide sequence (SEQ ID NO:l 1) shown in Table 2E. The disclosed ORF begins with a 
Kozak consensus ATG initiation codon at nucleotides 51-53 and ends with a TAG codon at 
nucleotides 1158-1160. Untranslated regions upstream from the initiation codon and 
downstream from the termination codon are underlined in Table 2E, and the start and stop 
codons are in bold letters. 



Table 2E. NOV2c Nucleotide Sequence (SEQ ID NO:ll) 

AACGTATCTTGTGAATGATAAAGCTGCCAAGATGTATC 

CAGAAACCGGTGAATAAAGATCAGTGTCCCAGAGAGAGAC^ 

ACCACnX^CACAGTGGCTCCAAGCCCACAGAAAAGGGTO 

ACTCTGTTCTGCITCAGCAATATGCT^ 

GGGAGTCTTGCTGTTGTGACAGLATGCT 

TCTTCTCCOTGTGGTTGTCATCGAAGCCTCCCTCT 

GATCCTTGGTGCCCTGCTCTCCM^ 

TGTGAGCGCCTGCTGTATCCTGATTACCAGA 

CAGTGGCGGCCAAC^TTGTACTAACTGTGGTTTTGC^ 

AGTAC^AGCCAATGCCAGCGTCAGAGCTGOTT^^ 

AGTGTGCTAATTAGTGCACTTATTATC 

CATTCATCTTTTCCATCCTGGTCTTGGCC^ 

CATGGAAGGTGTGCCAAAGAGCCTGAATTACAGTGGTC 

GTGCTGTCTGTGCACAGCCTG^CAT^^ 

TTGCTA(^GCAGCCAGCCGGGACAGCCAAGTGGTTCGGA 

CTTTACGATGCACTCACTCACCATTCAG^ 

TGTGAAGACCCCTGTGACTAGCT(^GTCACACC^^ 

CATGCTGCTATGCAGTTTCTGCATCAT^ 

CAATGCATATTTTATCTATTTATTTAGTTC 
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The NOV2c protein (SEQ ID NO: 12) encoded by SEQ ID NO: 1 1 is 369 amino acid 
residues in length, has a molecular weight of 40721 Daltons, and is presented using the one- 
letter code in Table 2F. 



Table 2F. NOV2c protein sequence (SEQ D> NO:12) 

KG&NEYAYAKWELCSASAICFi™ 

LS SKPPSKRLTFGWHRAEI LGALLS I LC I WVVTGVLVYLACERLLy PDYQIQATVMI IVS S 

CAVAANIVLTVVLHQR^ 

KIADPICTFIFSILVLASTITILKDFSI^ 

WSLTMNQVILSAHVATAASRDSQVVRREIAKALSKSFTMHSLTI 

PCD 

5 

NOV2 Clones 

The Psort profile for NO V2 predicts that this polypeptide sequence is likely to be 
localized at the plasma membrane of 0.6000.,, 

A search against the Patp database, a f proprietary database that contains sequences 
10 published in patents and patent publications, yielded several homologous proteins shown in 



Table 2G. 



Table 2G. Patp results for NOV2 






Smallest 






Sum 




High 


Prob 


Sequences producing High- scoring Segment Pairs: 


Score 


P(N) 


>patp:AAB60094 Human transport protein TPPT-14 
>patp:AAG22263 Arabidopsis thaliana protein fragment 
>patp:AAG43478 AribidopBis thaliana protein fragment 


1623 
307 
307 


9.3e-167 

9.5e-56 

9.5e-56 



In a BLAST search of public sequence databases, it was found, for example, that the 
NOV2b sequence of this invention has 587 of 920 bases (63%) identical to a gb:GENBANK- 
15 ID:RNU50927|acc:U50927.1 rnRNA from Rattus norvegicus (Rattus norvegicus zinc 

transporter (ZnT-2) mRNA, complete cds). The Ml amino acid sequence of the protein of the 
invention was found to have 165 of 333 amino acid residues (49%) identical to, and 230 of 
333 amino acid residues (69%) similar to, the 359 amino acid residue ptnr:SWISSNEW- 
ACC:Q62941 protein from Rattus norvegicus (Rat) (ZINC TRANSPORTER 2 (ZNT-2)). 

20 Similarly, in a BLAST search of public sequence databases, it was found, for example, 

that the NOV2c sequence of this invention has 1221 of 1239 bases (98%) identical to a 
gb:GENBANK-ID:AX061210|acc:AX061210.1 mRNA from Homo sapiens (Sequence 57 
from Patent WO0078953). The full amino acid sequence of the protein of the invention was 
found to have 173 of 333 amino acid residues (51%) identical to, and 235 of 333 amino acid 

22 
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Q99726 ^T{^NVGPT;P^RDTLflfflpS3lRAT5E3Bl^flBSliTYHVAlSL3lDSTA 



20 



360 370 380 390 400 

....|....|....|....|....|....|....|....|....|....| 

5 NOV2a gsE^#*RflAKa|jSKSg^ - 

NOV2b f^@vjBRI#rAKAgSKS||^ 

NOV2 C gsgvgRR||lAKABSKSgr^^^ 

Q62941 gfigRBEJCVARDRj^KgMF§^ 

P97441 ^EAjSLAllASS 

1 0 Q99 72 6 gPEASJlJ#^SR^SI^FS|cSl##3yQPEMAQ 

410 420 430 440 

....|....|....|....|....|....|....|....|- 

NOV2a 

15 N0V2b QFPKFDRPPSNMLLCSFCIIENKEPKBBIHVMVQCTFYLFI 



N0V2C 
Q62941 
P97441 
Q99726 



The presence of identifiable domains in the protein disclosed herein was determined by 
searches using algorithms such as PROSITE, Blocks, Pfam, ProDomain, Prints and then 
determining the Interpro number by crossing the domain match (or numbers) using the 
Inteipro website (ht^rwww.ebi.ac.uk/interpro/). Table 2J lists the domain description from 
25 DOMAIN analysis results against NOV2. 



Table 23 Domain Analysis of NOV2 


Model 


Region of 
Homology 


Score (bits) 


E value 


Cation Efflux 


127 to 361 


221.1 


1.6e-62 



The presence of protein regions on NOV2 that are homologous to the Cation Efflux 
domain (IPR002524) is consistent with the organization of members of the ZNT Protein 
Family. This indicates that theNOV2 sequence has properties similar to those of other Cation 

30 Efflux proteins known to contain these domains. 

The NOV2 ZNT-like gene is expressed in at least the following tissues: pancreas, bone 
marrow, cartilage, placenta, and kidney. The expression pattern, map location, domain 
analysis, and protein similarity information for the invention suggest that this NOV2 may 
function as a ZNT-like protein. 

35 The NOV2 nucleic acids and proteins of the invention, therefore, are useful in potential 

therapeutic applications implicated, for example but not limited to, in various 
pathologies/disorders as described below and/or other pathologies/disorders. For example, the 

25 
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compositions of the present invention will have efficacy for the treatment of patients suffering 
from: cancer, trauma, regeneration (in vitro and in vivo), viral/bacterial/parasitic infections, 
fertility as well as other diseases, disorders and conditions. Potential therapeutic uses for the 
invention(s) are, for example but not limited to, the following: (i) protein therapeutic, (ii) small 
5 molecule drug target, (iii) antibody target (therapeutic, diagnostic, drug targetmg/cytotoxic 
antibody), (iv) diagnostic and/or prognostic marker, (v) gene therapy (gene delivery/gene 
ablation), (vi) research tools, and (vii) tissue regeneration in vitro and in vivo (regeneration for 
all these tissues and cell types composing these tissues and cell types derived from these 
tissues). 

10 By way of non-limiting example, the compositions of the present invention will have 

efficacy for treatment of patients suffering from diabetes, autoimmune disease, renal artery 
stenosis, interstitial nephritis, glomerulonephritis, polycystic kidney disease, systemic lupus 
erythematosus, renal tubular acidosis, IgA nephropathy, hypercalcemia, Lesch-Nyhan 
syndrome, Von Hippel-Lindau (VHL) syndrome, pancreatitis, obesity, hemophilia, 

1 5 hypercoagulation, idiopathic thrombocytopenic purpura, allergies, immunodeficiencies, 

transplantation, graft versus host, arthritis,tendinitis, T cell proliferative disorders and diseases, 
zinc toxicity as well as other diseases, disorders and conditions. A cDNA encoding the ZNT- 
like protein may be useful in gene therapy, and the ZNT-like protein may be useful when 
administered to a subject in need thereof. The novel nucleic acid encoding the ZNT-like 

20 protein, and the ZNT-like protein of the invention, or fragments thereof, may further be useful 
in diagnostic applications, wherein the presence or amount of the nucleic acid or the protein 
are to be assessed. 

These materials are further useful in the generation of antibodies that bind 
immunospecifically to the novel substances of the invention for use in therapeutic or 
25 diagnostic methods. The disclosed NOV2 protein has multiple hydrophilic regions, each of 
which can be used as an immunogen. In one embodiment, a contemplated NOV2 epitope is 
from about amino acids 1 0 to 75. In another embodiment, a NOV2 epitope is from about 
amino acids 100 to 150. In additional embodiments, NOV2 epitopes are from about amino 
acids 175 to 250, and from about amino acids 310 to 410. 

30 NOV3 

A NOV3 polypeptide is a Mitsugumin29-like protein (MG29). The NOV1 nucleic acid 
sequences disclosed herein map to chromosome 3. The nucleic acid sequence (and encoded 
polypeptide) of two NOV3 sequences - NOV3a, and NOV3b are provided. 
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NOV3a 

ANOV3a (alternatively referred to herein as SC126413398_A), includes the 854 
nucleotide sequence (SEQ ID NO: 13) and which encodes a novel MG29-like protein is shown 
in Table 3 A. The disclosed ORF begins with a Kozak consensus ATG initiation codon at 
nucleotides 2-4 and ends with a TAA codon at nucleotides 803-805. Untranslated regions 
upstream from the initiation codon and downstream from the termination codon are underlined 
in Table 3 A, and the start and stop codons are in hold letters. 



Table 3A. NOV3a Nucleotide Sequence (SEQ ID NO:13) 

CTCGTGGGGCTGCGCIX^CGGCG^ 

TTGCTATTTTCGCCITCGGGTCCT 

CAACGAAGCC^GGACGTGAGCTCX^T 

CAATATGAGATGCCCCTCTGCGATGAAGAGTCC^GCT 

CTCC^CCCGCCGAGTTCTTOT^ 

TATCTACCTGCXKIITTCCACAACCTCTAC^ 

ACTGTCTCCTTCACCTTCTTC^ 

AGGGGGCCACACGACCATCCAGCTTGACAGCAGCCATO^ 
CAGTGCCGGGGCCACGCCCTCTATGGGCC^ 
TTCTTCCTOTGGGCCGGGAACTGTTGGTTTGTC 
ACCAGGACCAGGGCCAGGGTCCCAGCCAGGAGAGTGCAG 

AGCAGCCCCCmCCTGGCTATTCCroAACTGGACAGCACCTCrr^ 

Variant sequences of NOV3a are included in Example 2, Table 51. A variant sequence 
can include a single nucleotide polymorphism (SNP). A SNP can, in some instances, he 
referred to as a "cSNP" to denote that the nucleotide sequence containing the SNP originates 
as a cDNA. 

The NOV3a polypeptide (SEQ ID NO:14) encoded by SEQ ID NO:13 is 267 amino 
acid residues in length, has a molecular weight of 29583.5 Daltons, and is presented using the 
one-letter amino acid code in Table 3B. 



Table 3B. NOV3a protein sequence (SEQ ID NO:14) 

MSS TKS AGRTADKS PRQQVDRLLVGLRWRIU4EEPI1GF I KVI/Q WL FAI FAFGS CGS YSGETGAMVRCN 
NEAKDVSS I IVAFGYPFRLHRIQYEMPLCDEESSSKM 

I YIiRFHNLYTENKRFPIjVDFCVTVS ftffwlvaaaawgkgltdvkgatrp s sltaamsvchgeeavc 

SAGATPSMGLANISVVLFGFINFFLWAGNCWFVFKKTPWH^^ 



NOV3b 

A NOV3b (alternatively referred to herein as CG55861-02), includes the 642 
nucleotide sequence (SEQ ID NO: 15) shown in Table 3C. The disclosed ORF begins with a 
Kozak consensus ATG initiation codon at nucleotides 2-4 and ends with a TAA codon at 
nucleotides 626-628. Untranslated regions upstream from the initiation codon and downstream 
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from the termination codon are underlined in Table 3C, and the start and stop codons are in 

bold letters. 



Table 3C. NOV3b Nucleotide Sequence (SEQ ID NO:15) 

CATGTCCTCGACCGAGAGCGC^ 

CTCGTGGGGCTGCX3CTGGCXX?CGGCTGGAGGAGCCGC^^ 

TTGCTATTrTCXSCCTTCGGGTCCTGTGGCTCCT 

CAACGAAGCCAAGGACGTC^^ 

CAATATGAGATGCCCCTCTGCGATGftAGAGTC 

CTGCACCCGCCGAGTTCTTCGTGACCCTTGGCATCTTTTCC^ 

TATCTACCKXX3CTTC(^C^ 

ATCAACTTCTTCCTGTGGGCCGC^^ 

GCCAGTCCCAGGACCACK^ 

GCAGGGAGCAGTGGAGAAGCAGTAAGCAGCCCCCCACCT 



5 The NOVlb protein (SEQ ID NO: 16) encoded by SEQ ID NO: 15 is 208 amino acid 

residues in length, has a molecular weight of 23618.6 Daltons, and is presented using the one- 
letter code in Table 3D. 



Table 3D. NOV3b protein sequence (SEQ ID NO:16) 

MS STESAGRTADKSPRQQVDRIiLVGIiRWRRIiBEPIjGFIK^QWIiPAI fafgscgsysgetgamvrcn 
NEAKDVSSIIVAFGYPFRLHRIQ 

IYIiRFHNLYTENKRPPLVLFGFINFFLWAGHOTFVPKETC 

QGAVBKQ 



NOV3 Clones 

The Psort profile for NOV3a predicts that this polypeptide sequence is likely to be 
localized in the plasma membrane with a certainty of 0.6000.The Psort profile for NOV3b 
predicts that this polypeptide sequence is likely to be localized in the plasma membrane with a 
certainty of 0.4400. The Signal P predicts a likely cleavage site for a NOV3 polypeptide is 
between positions 57 and 58, z.e., at the dash in the sequence SYS-GE. 

A search against the Patp database, a proprietary database that contains sequences 
published in patents and patent publications, yielded several homologous proteins shown in 



Table 3E. 



Table 3E. Patp results for NOV3 






Smallest 






Sum 




High 


Prob 


Sequences producing High-scoring Segment Pairs: 


Score 


P(N) 


>patp:AAY29B17 Human synapse related glycoprotein 2 
>patp:AAG03792 Human secreted protein, SBQ ID;7873 


564 
272 


1.5e-54 
1.3e-23 



In a BLAST search of public sequence databases, it was found, for example, that the 
nucleic acid sequence of NOVla has 725 of 801 bases (90%) identical to a MG29 mRNA 
from Oryctolagus cuniculus (GENBANK-ID: AB004816). The full amino acid sequence of 
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the protein of the invention was found to have 254 of 267 amino acid residues (95%) identical 

to, and 258 of 267 amino acid residues (96%) similar to, the 264 amino acid residue MG29 

protein from Oryctolagus cuniculus (Rabbit) (062646). 

Similarly, in a BLAST search of public sequence databases, it was found, for example, 
5 that the nucleic acid sequence of NOV3b has 51 1 of 617 bases (82%) identical to a 
gb:GENBANK-ID:AB004816|acc:AB004816.1 mRNAfrom Oryctolagus cuniculus 
{Oryctolagus cuniculus mRNA for MG29, complete cds). The full amino acid sequence of the 
protein of the invention was found to have 148 of 171 amino acid residues (86%) identical to, 
and 153 of 171 amino acid residues (89%) similar to, the 264 amino acid residue 
10 pter:SPTREMBL-ACC:062646 protein from Oryctolagus cuniculus (Rabbit) (MG29). 

Additional BLAST results are shown in Table 3F. 



Table 3F. BLAST results for NOV3 



Gene Index/ 
Identifier 


Protein/ Organism 


Length 
(aa) 


Identity 
(%) 


Positives 
(%) 


Expect 


ptnr : SPTREMBL- 
ACC:062646 


MG29 

{Oryctolagus 
cuniculus} 


264 


254/267 
(95%) 


258/267 
(96%) 


l.Be- 
136 


ptnr : SPTREMBL- 
ACC: 089104 


MG29 [Mus 
musculus] 


264 


248/267 
(92%) 


260/267 
(97%) 


3.9e- 
134 


ptnr:SWISSPROT- 
ACC:P20488 


S YNAPTOPHYS IN 
(MAJOR SYNAPTIC 
VESICLE PROTBIN 
P38) [Bos taurus] 


307 


110/222 
(49%) 


145/222 
(65%) 


1.8e- 
56 
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A multiple sequence alignment is given in Table 3G, with the NOV3 protein of the 
invention being shown on line 1, in a ClustalW analysis comparing NOV3 with related protein 
sequences is disclosed in Table 3F. The homologies shared by NOV3a and NOV3b 
polypeptides are also shown in Table 3G. 

Table 3G. Information for the ClustalW proteins: 

1 . >NOV3a; SEQ ID NO: 14 

2. >NOV3b; SEQ ID NO: 16 

3. >062646/ MG29 [Oryctolagus cuniculus]; SEQ ID NO:40 

4. >O89104/ MG29 [Mus musculus]; SEQ ID NO:41 
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NOV3b 
062646 
O89104 
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062646 
089104 



PCT/US01/29115 



60 

■|....|.. 



70 



BO 



90 

|....|....|. 



100 



GSCGSY3GETG AMV R C 2fN E A KD V SSI IV l 



3SCGSV3GSTG^lVRCi^EAKDVSSIIVBFGY?FHLKP.IQYEMPLCDiS 



■jSCGSYSGE TG AMVR CNN E AKD V 3 S 1 1 Vjj F G Y ? FR LK R I 



vif C02AKDV3S I IVjlFGYFFRL 
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N0V3b 
062646 
089104 



110 120 130 



140 



150 



N0V3a 
N0V3b 
062646 
089104 T 



SSKTMHLMGDFSAPAEFFVTLGIFSFFYTI^-LVIYIjRyK^YTSNKRFS 



SSKTMHLMGDF5 ArABFFVTLGI ?5 FFYTMAALVI YLRFKEf ZjYTSKKRFI 



LMGD F 3 AF AE F FVTLG I FS F FY TMAAL V 



^ KTM'JiLMG D F S AF AE F F V7LG I F S F F Y TMAA L V I YL R FK [3 L Y T E M KR FS 



160 



170 



180 



190 
..|....|. 



200 



LVDFCV TVS FTF FWL V AJ^AKGKGLTDVKGATRPS SLTAJ^-iS VCHGEE 



LVD F C VT VS F T F FV'LV AAAAWG KGL'TDVKGATR P S 3 LTAA.MS VCKGE E 



LVD F C VT VS FT F F WLVAAAAWG KGL TDVKGATR ? 3 S LTAAMS VCKGE E 
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N0V3a 
NOV3b 
062646 
089104 



240 



250 




:SAGAT?SMGLAS 



:SAGATPSM 



FIMFFLWAGNCM FVFKETPWHG 



260 270 



280 



290 



300 



;SAAEQG. 



3QE3AAECGAVEKC 



S Q E S AA E 0 G A V E K r - 
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The presence of identifiable domains in the protein disclosed herein was determined by 
searches using algorithms such as PROSITE, Blocks, Pfam, ProDomain, Prints and then 
determining the Merpro number by crossing the domain match (or numbers) using the 
Tnteipro website (httprwww.ebi.ac.uk^nterpro/). Table 3H lists the domain description from 
DOMAIN analysis results against NOV3. 



Table 3H Domain Analysis of NOV3 




Model 


Region of 
Homology 


Score (bits) 


E value 


Synapt ophy s in 


27 to 208 


80 


4,7e-20 
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The presence of protein regions on NOV3 that are homologous to the synaptophysin 
domain (JPKl 1 1 1 1) is consistent with the organization of members of the MG29 Protein 
Family. This indicates that the NOV3 sequence has properties similar to those of other 
5 synaptophysin domain-containing proteins. 

The NOV3 MG29-like gene is expressed in at least in the heart and the brain. The 
expression pattern, map location, domain analysis, and protein similarity information for the 
invention suggest that this NOV3 may function as a MG29-like protein. 

The NOV3 nucleic acids and proteins of the invention, therefore, are useful in potential 
10 therapeutic applications implicated, for example but not limited to, in various 

pathologies/disorders as described below and/or other pathologies/disorders. For example, the 
compositions of the present invention will have efficacy for the treatment of patients suffering 
from: cancer, trauma, regeneration (in vitro and in vivo), viral/bacterial/parasitic infections, 
fertility as well as other diseases, disorders and conditions. Potential therapeutic uses for the 
15 inventions) are, for example but not limited to, the following: (i) protein therapeutic, (ii) small 
molecule drug target, (iii) antibody target (therapeutic, diagnostic, drug targetmg/cytotoxic 
antibody), (iv) diagnostic and/or prognostic marker, (v) gene therapy (gene delivery/gene 
ablation), (vi) research tools, and (vii) tissue regeneration in vitro and in vivo (regeneration for 
all these tissues and cell types composing these tissues and cell types derived from these 
20 tissues). 

By way of non-limiting example, the compositions of the present invention will have 
efficacy for treatment of patients suffering from Wiskott-Aldrich syndrome, Aldrich 
Syndrome, Eczema-Thrombocytopenia-Immunodeficiency Syndrome, Thrombocytopenia, 
Night Blindness, Amyotrophic lateral sclerosis, Batten disease, Ceroid Lipofuscinosis, Rett 

25 syndrome, Pick disease (lobar atrophy). A cDNA encoding the NOV3 protein may be useful in 
gene therapy, and the MG29-like protein may be useful when administered to a subject in need 
thereof. The novel nucleic acid encoding the MG29-like protein, and the MG29-like protein 
of the invention, or fragments thereof, may further be useful in diagnostic applications, 
wherein the presence or amount of the nucleic acid or the protein are to be assessed. 

30 These materials are further useful in the generation of antibodies that bind 

immunospecifically to the novel substances of the invention for use in therapeutic or 
diagnostic methods. The disclosed NOV3 protein has multiple hydrophilic regions, each of 
which can be used as an immunogen. In one embodiment, a contemplated NOV3 epitope is 
from about amino acids 1 to 4. In another embodiment, a NOV3 epitope is from about amino 
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acids 50 to 75. In additional embodiments, NOV3 epitopes are from about amino acids 125 to 
170, from about amino acids 171 to 200, and from about amino acids 225 to 267. 



NOV4 

NOV4 includes two novel Slit3-Iike proteins disclosed below. The nucleic acid 
5 sequence (and encoded polypeptide) of two NOV4 sequences - NOV4a and NOV4b are 
provided. 



NOV4a 

A disclosed NOV4a (also referred to as 20760813.0.10) nucleic acid of 2380 
10 nucleotides (SEQ ID NO: 17) encoding a novel Slit3-like protein is shown in Table 4A An 
open reading frame was identified beginning with an ATG initiation codon at nucleotides 237- 
239 and ending with a TGA codon at nucleotides 2055-2057. Untranslated regions upstream 
from the initiation codon and downstream from the termination codon are underlined in Table 
4A The start and stop codons are in bold letters. 

15 



Table 4A. NOV4a Nucleotide Sequence (SEQ ID NO:17) 

GCTACGTCTTGTAAAACTATGAra 

AGAGACAGTAGAGAAAGGCAGTAGAGAAGGTTAGAACCTAG^ 

ACCCGTGACCAAGGTGTAGACTAAGAAGTGGAGTCATGC 

ATTCCTGGGTCTGGCTGTGGTGTTAATCTTCATGGG 

TGCTCTGCCCAGAACAAATCTGTTAGCTrc 

CCATCGAAACCAAAATCTTGGACCTCACT^ 

ATCATATCCTCTGCTGGAAGAGATAGACTTO 

TTCAACAATCTCTTTAACCTGCGTTCCCTCCGCCTAAAAGGCAA 

GAGTATTCACGGGGCTGTCCAATOTCACTAAGCT^ 

AGACTAC^TGTTCCAAGATCTACATAACCTGAAGTCTCTAGAAGTO 

ATATCACAC^GGGCATTCAGTGGGCTTCTTAGCTTGGM 

CAGCAGTACCAAC^GAAGCCCTCTX^CCACCTC 

TATCAACAATATGCCTGTGTATGCCITTA^ 

TGGCCTTTACTGGATATGATGCCTGC 

CCAAC^CCAATCTGTOTACTGXACCCTTCCTTGCX^ 

CX^TCTCCTACAATCCCATCAGCACT^ 

CTTCATATAGTGGGGGCCC^GCI^CGCACCATTGAGCCT 

GCGTGCTCAATGTGTCTCAGAACCTGCTGGAAAC^^ 

TCTGGAGGTOTTGAGCATTAACAACAACCCT 

CGACAGCCCACCCTGCAGTTTGGTGGCC^ 

GGTCTTTCAAGGATTTCC^TAGCACTGC 

TGAAAAGAAGTTGCAGCATCTGCTAGTAGATGAA^ 

GGAGACCCGCAGCCTGTGATTTCCTGGGTGACACCCOT 

GAAGAGCCACCGTGTTGGGTGATGGCACCTTGGA^ 

GTATGTTTGCATCX3OTAGCAATGCIX5CTG^ 

TTCGCTTCAGATCX3TTTTC 

TTTCCAATGGCAGCAATGCCAATACTTTTTC 

GGGCTGCTTCACATrCCK3GGAGTGGTT^ 

AAAGGCAAGCACAAAAACAGCATTGACCTTGAGTATG 

AAGGGGAGGTAGCTGGACCCAGGAGGTTCAACATGAAAAra 
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TGTCTCTTTGTCAATGTGGGTAATCAGTAAGACA^ 
GCCATGTGCAGCTCCCCCnX3TRTCAAAAGC^ 
CTCCAT05AAAGGCAGGCAGGCAGGCATGTGT^ 
(^TTGCAAATATTGGCGTTCTGGGGATCTC&^ 

AATTATTC^GCATTTTCTACCACroCAAAAAAAAA 



Variant sequences of NOV4a are included in Example 2, Table 52. A variant 
sequence can include a single nucleotide polymorphism (SNP). A SNP can, in some instances, 
be referred to as a "cSNP" to denote that the nucleotide sequence containing the SNP 
5 originates as a cDNA. 

The NOV4a protein (SEQ ID NO:18) encoded by SEQ ID NO: 17 is 606 amino acid 
residues in length, has a molecular weight of 68046 Daltons, and is presented using the one- 
letter amino acid code in Table 4B. 



Table 4B. Encoded NOV4a protein sequence (SEQ ID NO:18) 

MLHTAISCWQPFLGIAVVLIFMGSTIGC 

KNRIiKS VNPKEF I S YPKLEEIDLSDNI IANVEPGAFNNIiFNIiRSLR^ SN 

LTKLDISKNKIVIDIiDYI^ 

ALSHIiRSLISIiHLKHUflNNMPVYAFKR^ 

LSTVPFIaAFKHLVYLTBD^NIiSYNPI S TIEAGMFSDL IRLQELHI VGAQLRTIEPHSFQGIiRFIiRV 

IiNVSQNIiLETLEENVFSSPRALEVLSIN^^ 

RSFKDFHSTALSFYFTCKKPK2REKKM 

SNGRATVTiGDGTLEIRFAQDQDSGMYVClAS^^ 

SNDTISNGSNANTFSLDLKTILVSTAMGCFTFLGVVLFCFLIjLFVWSR 

nhgawegevagprrfnmkmi 



10 NOV 
4b 

A disclosed NOV4b nucleic acid (also referred to as CG51514-05) of 2187 
nucleotides (SEQ ID NO:19) encoding a novel Slit3-like protein is shown in Table 4D. An 
open reading frame was identified beginning with an ATG initiation codon at nucleotides 83- 
15 85 and ending with a TGA codon at nucleotides 1901-1903. Untranslated regions upstream 
from the initiation codon and downstream from the termination codon are underlined in Table 
4C. The start and stop codons are in bold letters. 



Table 4C. NOV4b Nucleotide Sequence (SEQ ID NO:19) 

GTGGAGTC&TGCTTCAC^ 

ggacccaccattggctgccccgctax^ 
attgatcgccatcccagagggcattcc<^t^ 

TCAACCCTGAAGAATTCATATCATATCCT 

GAACCAGGAGCATTCAACAATCTC^^ 

TTTGGGAGTATTCACX3GGGCTGTC 

ACTTACATGTTCCAftGATCTACATAACCTGT^ 

AGGGCATTCAGTCGGCTTCTTAGCTTGGA^ 
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AGCCCTCTCCCACCTCaSCAGCCTCATOV^ 

CCTTTAAAAGATTGTTCCACCTOAAACACCT 

AGCCTCTACGGTCTCAACCTCACACCCCT^ 

TAAACACCTGGTATACCT^CTC^CCTTAACCTOT 

CTGACCTGATCCGCCITCAGGAGCTTCATATM 

GGGCTCCX5CTTCCTA03CGTGCTCAATGTCT 

CCOTAGGGCTCTGGAGGTCTTGAGCATTAAC^ 

AGCGACAGCCCACCCTGCAGTTTC^TG^ 

TTCAAGGATTTCCATAGCACTGCCCTTTCTTTT^^ 

GCAGCATCIXXTTAGTAGATGAAGGGCAGACACT 

TTTC CTGGGTGACACCCCGAAGGCGTTTCATCACCACCT^ 

ACCTTGGAAATCXXXOTTGCCCAGGATCAAGACAGC^ 

TGATACCTTCACAGCCTCCTTAACTGTGAAAGGATTC 

TGTA(^TGACCGACTCCAATGACACCATTO 

ATACTGGTGTCTACAGCTATGGGCTGCTTC^ 

GTGGAGCCGAGGGAAAGGCAAGCACAAAAACAGCATT^ 

TTHTCreAAGffl^GCTAGCr^^ 

GTCTCTTTGTCAATGTGGGTAATCAGTAAGACAGm 

CAGCTGCCCCTGTATCAAAAGCAGGGTCTATGGA^ 

GGCAGGCAGGCATGTGTCAGAGCCCTTCACACAGTGGG^ 

GGGATCrCMTAATGAACCTGAATATTTGGCTCACACTCAC 



Variant sequences of NOV4b are included in Example 2, Table 53. A variant 
sequence can include a single nucleotide polymorphism (SNP). A SNP can, in some instances, 
be referred to as a "cSNP" to denote that the nucleotide sequence containing the SNP 
5 originates as a cDNA. 

The NOV4b protein (SEQ ID NO:20) encoded by SEQ ID NO:19 is 606 amino acid 
residues in length, and is presented using the one-letter amino acid code in Table 4D. 



Table 4D. Encoded NOV4b protein sequence (SEQ ID NO:20) 

MiiEAI^ 

KNRLKSVNPEEFISYPLLEBIDLSDN 

LTKLDISENKIVILLDYMFQ 

AliSHLRSLISLHLKHLNINNMPV^ 

LSTVPFIiAFKHLVYIjTHliNLSYWPISTIEAGMFSDLIRLQBm 
I_WSQNIiLOTLEENVFSSPRAIi^ 
RSFKDFHSTALSFYFTCKKPKIREKKLQHLL^ 
SNGItoTVIX^GTIiBIRFAQDQDSGMWCIASN^ 

SNDTI SNGXNANTFSLDLKTI L VS TAMGCFTFLGVVIiFCFIiLLFVWSRGKGKHKNS IDLE YVPRK 
NSGAWEGEVAGPRRFNMKMI 



NOV4 Clones 

1 0 The Psort profile for NOV4 predicts that these sequences have a signal peptide and are 

likely to be localized at the plasma membrane with a certainty of 0.4600. In other 
embodiments, NOV4 localizes to the endoplasmic reticulum (membrane) with a certainty of 
0.1000, to the endoplasmic reticulum (lumen) with a certainty of 0.1000, or extracellularly 
with a certainty of 0.1000. The Signal P predicts a likely cleavage site for aNOV4 peptide is 

15 between positions 27 and 28, i.e., at the dash in the sequence TIG-CP. 
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A search against the Patp database, a proprietary database that contains sequences 
published in patents and patent publications, yielded several homologous proteins shown in 
Table 4E. 



Table 4E. Patp Results for NOV4 








Smallest 








Sum 




High 




Prob 


Sequences producing High-scoring Segment Pairs: 


Score 




P(N) 


patp:AAB31161 Amino acid sequence of a human TOLL protein 
patp:AAB74705 Human membrane associated protein MEMAP-11 
patp:AAW84596 Amino acid sequence of the human Tango-79 
patp:AAY13357 Amino acid sequence of protein PR0227 


2137 
1941 
1931 
1927 


3 
1 
2 
5 


.2e-221 
.9e-2O0 
.le-199 
.7e-199 



5 

In a BLAST search of public sequence databases, it was found, for example, that the 
full amino acid sequence of the protein of the invention was found to have 603 of 606 (99%) 
amino acid residues identical to, and 606 of 606 (100%) residues positive with, the 606 amino 
acid residue protein fiom Homo Sapiens (ptnf.SPTREMBL-ACC:Q9BZ20). 
10 NOV4 has homology to the proteins shown in the BLASTP data in Table 4F. 



Table 4F. BLAST results for NO V4 




Gene Index/ 
Identifier 


Protein/ Organism 


Length 
(aa) 


Identity 
(%) 


Positives 
(%) 


Expect 


Q9BZ20 


ba438b23.1 
Neuronal leucine- 
rich repeat 
protein 
[Homo sapiens] 


606 


544/606 
(90%) 


547/606 
(90%) 


0.0 


Q9ESY6 


Neuronal leucine - 
rich repeat 
protein- 3 
[Rattus 
norvegicus] 


707 


131/538 
(24%) 


216/538 
(40%) 


3e-37 


Q9HBW1 


Nagl4 

[Homo sapiens] 


649 


125/477 
(26%) 


189/477 
(40%) 


le-31 


Q9WVB4 


SIit3 (fragment) 
[Mus musculus] 


1523 


69/222 
(31%) 


103/222, 
(46%) 


2e-19 



A multiple sequence alignment is given in Table 4G, with the NOV4a and NOV4b 
being shown on line 1 and line 2, respectively. This Clustal W analysis compares the NOV4 
protein with the related protein sequences shown in Table 4F. The homologies shared by 
1 5 NOV4a and NOV4b polypeptides are also shown in Table 4G. 

Table 4G. ClustalW Analysis of NOV4 



1. >NOV4a; SEQ ID NO:18 
20 2. >NOV4b; SEQ ID NO:20 

3. >Q9BZ20/ BA438B23.I Neuronal leucine-rich repeat protein [Homo sapiens]; SEQ ID 

NO:42 

4. >Q9ESY6/ Neuronal leucine-rich repeat protein-3 [Rattus norvegicus]; SEQ ID NO:43 
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5. >Q9HBW1/ Nagl4 [Homo sapiens]; SEQ ID NO:44 

6. >Q9WVB4/ SHt3 (fragment) [Mus musculus]; SEQ ID NO:45 
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NOV4a 
NOV4b 
Q9BZ20 
Q9ESY6 
Q9HBW1 

Q9WVB4 MAIjGRTGA( 



NOV4a 
NOT4b 
Q9BZ20 

Q9KSY6 FTPRSI 



Q9HBW1 
Q9WVB4 



NOV4a 

NOV4b 

Q9BZ20 

Q9ESY6 

Q9HBW1 

Q9WVB4 



NOV4a 

NOV4b 

Q9BZ20 

Q9ESY6 

Q9HBW1 

Q9WVB4 



NOV4a 
NOV4b 
Q9BZ20 
Q9ESY6 
Q9HBW1 




185 
185 
185 
196 
204 

SRI LVTSFNHMPJd RTLR 211 



250 



260 



270 



.|....|. 



2B0 



290 



300 



|....|. 



185 
185 
185 
196 
204 



Q9WVB4 LHSNHL YCIX3ILAWIiSDWIaRQRRT I GQ FTLCMAPVHLRG FS VADVQKKE YVCPGPHS EAP 271 



310 



320 
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340 



350 



360 



NOV4a 

NOV4b 

Q9BZ20 

Q9BSY6 

Q9HBW1 

Q9WVB4 ACNaMSLSCPSACSCSNNIVDCRGKGLTEIPANLPEGlVE: 
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NOV4a 
NOV4b 
Q9BZ20 
Q9ESY6 
Q9HBW1 

Q9WVB4 nclrvktfqd: 
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281 
281 
281 
293 
294 

(NPFVCDCHL.KWLADY 451 



490 



500 



510 



520 



530 



540 



NOV4a 
NOV4b 
Q9BZ20 
Q9ESY6 



281 
281 
281 
293 



Q9HBW1 294 

Q9WVB4 LQDNP IETSGARCSSPRRLANKRI SQI KSKKFRCSGSEDYRNRFSSECFMDLVCPEKCRC 511 



550 560 
■I--.. I 

NOV4a 
NOV4b 
Q9BZ20 
Q9BSY6 
Q9HBW1 

Q9WVB4 EGTIVDCSNQKtiZiRIPSHLPEYTTD: 



570 



580 



590 



600 




610 



620 



630 



650 



640 

^1 1 1- | 1- 

NOV4a 

NOV4b 

Q9BZ20 

Q9ESY6 

Q9HBW1 STCCGR1 

Q9WVB4 VREGAFDGAASVQEIi^TGtlQLETMHGRMFRGIjSGIiKT^ 



660 




670 



680 



690 



700 



710 



720 



H0V4a 

NOV4b 

Q9BZ20 

Q9ESY6 

Q9HEW1 

Q9WVB4 



HOV4a 

N0V4b 

Q9BZ20 

Q9ESY6 

Q9HBW1 




730 



740 



750 



760 



770 



780 



Q9WVB4 ggFFLKEI 




|....|. 



|....|. 
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FRDMMEIgLPIiIAPgSFPS: 

HGVYTCMVTOVa^SNASAY^yi 

KDVgELY^GNHLTAVjgELSAFEgii' 
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FSNMSHLSTLILSYNRb 811 
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SLSHLALGTNPIiHCDCSIiRWIiSEW 871 
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QCKGPVDINTVAKCNACLSSPCKNNGTC 931 



970 

..|....|. 



980 



990 



1000 



1010 



1020 
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SQDPVEQYRCTCPYSYKGKDCTVPIOTCVQNPC 991 
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N0V4a 

N0V4b 

Q9BZ20 

Q9ESY6 

Q9HBW1 



Q9WVB4 PPPMVIiLQTSPCDQyECQNGAQCIVVQQEPTCRCPPgFAGP: 



- IiEHDGKENGKSHTVFVACVGG] 
AAATAAP! 





VMC 



(HINYNTYKP 608 
iSgVEL 1171 



1210 



1220 



1230 



1240 



NOV4a 
NOV4b 
Q9BZ20 
Q9KSY6 
Q9HBW1 AH< 
Q9WVB4 AS, 




SLQVATDKDNGILLYKGim)PIiAI^IiYQGHVE^YD! 




1260 



1270 



1280 



1290 



130O 



1310 



,|....|....|. 



N0V4a ME 

N0V4b ME 

Q9BZ20 Mgj 

Q9ESY6 ATAI GVPTSMS - 

Q9HBW1 TKDKVQBTQI- 



604 
604 
604 
696 
639 
1231 



1320 
•■I 

--- 606 
--- 606 
606 
707 
649 



Q9WVB4 TgraX^FHSVKLVMLNQTLNLVVDKGi^ 1291 



65 



70 



1330 
..|... 



1340 



1350 

..|....|. 



1360 



1370 



1380 



NOV4a 
NOV4b 
Q9BZ20 
Q9ESY6 



606 
606 
606 
707 
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Q9HBW1 649 

Q9WVB4 RQGADRPIjGGFHGCIHEVRINNEIjQDFKMjPPQSIjGVSPGCKSCIVCRHGLC3i3VBKDSV 1351 

1390 1400 1410 1420 1430 1440 

NOV4a 606 

NOV4b 606 

Q9BZ20 606 

Q9ESY6 707 

Q9HBW1 649 

Q9WVB4 VCECHPC^TGPLaDQBARDPCI^ 1411 

1450 1460 1470 1480 1490 1500 

....|....|....|....|....|....|....|....|-...|....|..--|..-.| 

NOV4a 606 

NOV4b 606 

Q9BZ20 606 

Q9ESY6 707 

Q9HBW1 649 

Q9WVB4 CSAFKCHHGQCHISDRGEPYCLCQPGFSGHHCEQENPCMGEIVREAIRRQKDYASCATAS 1471 

1510 1520 1530 1540 1550 

....|....|....|....|....|....|....|....|....|...-|.- 

KOV4a 606 

NOV4b 606 

Q9BZ20 606 

Q9E3Y6 707 

Q9HBW1 649 

Q9WVB4 KVPIMECROTCXJSQCCQPIRSKRRKYVF^ 1523 

The presence of identifiable domains in the protein disclosed herein was determined by 
searches using algorithms such as Pfam. Table 4H lists the domain description from 
DOMAIN analysis results against NOV4. 



Table 4H Domain Analysis of NOV4 


Model 


Region of 
Homology 


Score (bits) 


E value 


Leucine rich 
repeat N- 
terminal domain 


27-56 


31.1 


2.5e-05 


Leucine rich 
repeat 


58-81 


9.3 


45 


Leucine rich 
repeat 


82-105 


15.8 


1.1 



The presence of protein regions in NOV4 that are homologous to a leucine-rich repeat 
domain is consistent with the identification of NOV4 protein as a Slit-3 -like protein. This 
40 indicates that the NOV4 sequence has properties similar to those of other proteins known to 
contain these domains. 

The domain and protein similarity information for the invention suggests that this gene 
may function as "Slit-3 " As such, the NOV4 protein of the invention may function in the 
formation and maintenance of the nervous system. NOV4 is implicated, therefore, in disorders 
45 involving these tissues. 
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The nucleic acids and proteins of the invention are useful in potential therapeutic 

applications implicated in various pathologies/disorders described. Potential therapeutic uses 

for the invention includes, for example; protein therapeutic, small molecule drug target, 

antibody target (Therapeutic, Diagnostic, Drug targeting/Cytotoxic antibody), diagnostic 

5 and/or prognostic marker, gene therapy (gene delivery/gene ablation), research tools, tissue 

regeneration in vitro and in vivo (regeneration for all these tissues and cell types composing 

these tissues and cell types derived from these tissues). 

The novel nucleic acid encoding the NOV4 of the invention, or fragments thereof, may 

further be useful in diagnostic applications, wherein the presence or amount of the nucleic acid . 

10 or the protein are to be assessed. These materials are further useful in the generation of 
antibodies that bind immunospecifically to the novel substances of the invention for use in 
therapeutic or diagnostic methods. These antibodies may be generated according to methods 
known in the art, using prediction from hydn^hobicity charts, as described in the "Anti- 
NOVX Antibodies" section below. The disclosed NOV4 protein has multiple hydrophilic 

1 5 regions, each of which can be used as an immunogen. The hydropathy plot for invention 
shows that the protein sequence has an amino terminal hydrophobic region, which could 
function as a signal peptide to target this sequence to the plasma membrane. 

NOV5 

20 A NOV5 polypeptide according to the invention includes a LRR/GPCR-like protein. 

The nucleic acid sequence (and encoded polypeptide) of two NOV5 sequences - NOV5a and 
NO V5b are provided. 

NOVSa 

25 A NOVSa nucleic acid (also referred to as 133783508ext) of 4245 nucleotides (SEQ 

ID NO:21) encoding a novel LRR/GPCR-like protein is shown in Table 5A. An open reading 
frame was identified beginning with an ATG initiation codon at nucleotides 214-216 and 
ending with a TAA codon at nucleotides 4168-4170. Untranslated regions upstream from the 
initiation codon and downstream from the termination codon are underlined in Table 5 A The 

30 start and stop codons are in bold letters. 



Table 5A. NOVSa Nucleotide Sequence (SEQ ID NO:21) 

GGQ&CCC&TGCGGCCGTC^CCCX? 
CCGGGGAAGGCCXXSTCCTCCG^^ 
GGCTCCGGGGCGGCCCGCTATOCC 

40 



WO 02/24733 



FCTAJS01/29115 



GGACXK^CGGCGGGGCCGCGCX5CAGCCGCCX3CTGGTGCTG^ 

GCCGGCGGCGCCGGCGGraCCGCGGCGCIXX:^ 

GCGGCGGGCGTGGAGGGCAAGGTGGTGTGCAGCAAGC^ 

AACCGCACGGTCACCCTGATTCTGAGTAACAATA^ 

CTCCTIXSAAAGATTGGACCrrCCGAAACAATCr^ 

CTAAAAAGATTGGATCTGACAAACAATCX-^^ 

GTTCGGCTGAACCTTTCGGGGAATTTGTTTTCTTCA^ 

TCTTTGGAATTCCAGACTGAGTA 

AACATCACXKJTACGGGATACCAGGTGTGTTTATCCTA^ 

GAGCTGTTGACATGCGGTAAGGGAGAAATC 

GTGlTTOAAGGAGA(^GCCrrTCXrrrTCCAff 

CAGGATGGGAGAATAGTTGAAACXX1ATGAATCGCAAGCT 

TTGATTGCCCTAACCATTTCTAATATTCAGGCTGGATCT 

GGGAATAATACGAGGACTGTGGATATTGTGGTATTAGAGAGTC 

AACAACAAAGGTGACTTCAGATGGCCCAGAACATTG^ 

CATGGCAGTGGGATAT ATCCCGGAAACCCACAGGATGAGAGAA CAGATGTGATAGAGGTGGCTTT 

TGGGCAGATGATGATTATTCTCGCTGTCAGTATGCAAATGATC 

AATCTTACCAATGCCX3TGGCAACAGCTC^ 

ATGGATGTTATATTTGTGGCAGAAATGATTGAAAAATTTC 

ATGGTTGACATTGCAAGTAACATCATGTTGGCTGATGAACGTGTCCTO 

TGCAGTAGGATTGTGCAGTGTCTTCAGCGCATTGCT 

TATTCACCCAATATTGCTCTGGAAGCTTAl^ 

(^GAAAGTGGCAGCCTCTGATCGTACAGGACTTC 

CAGCTGAGCTTTAAGTGCAATGTTTCAAATACATTTO 

CTTCCTCCI^CCCTTTTCTCACC^AAGCAAA 

CTCATTGCATTCCGCAATGGAAAGCTTTTTCC^^ 

OSTACrGTGGTTACCCCTGTGATTCT 

GTGACACTGCX3TCGAATTGCACATGGAGC^^ 

GGAGGCTGGAAGTCAGATGGGTGCCATATACT 

AGTAACTATGCAGTTTTAATGGATTTGAC^^ 

GTTTATACTACCGCTATCATTCTCCrrCrTATGTCT 

ATTAGAATCAGCCTCAAGAGCTGGCACATGCTTC 

GTGGGAGGAATAACXXAGACTAGGAATGCCAGCATCTGCCA 

GCCACAGTACTATGGGTAGGAGTGACAGCTCGAAATATCT 

GATCTCTGATGAACCACCACCTCCACCAA 

GGTGGTATCCCC^TCATTGTTTGCGGCATAACTGCAGGA 

CCCTGCTGGATGGCATGGGAACCCTCC^^ 

ATGTACTTTCTGAGOVTATTTATTCAGTTGAA 

GAGCAACAGAGATTGGCAGCCAATGAAAATGGCGAAATA^ 

ACATCAGCCTTGGAAAATGAGCACACTTTTC 

GCACTGTGGATGTTTGGGGCTTTGGCTGW 

GCCACAAGTTTAAGCTTCAGTGCGTTCT^ 

ATCATGACTTGCTGCCCAGGACXK^AGCTCGTAI^ 

AATGGAGAGGCACCCAAATGCCCCAATAGCAGTGCGGAGTCCT 

AATTCCTCCCAGGGCTGCAAATTAACAAACTTC 

AACTCCACCCCTCAGCTTGATAATAGTCTGACAGAAC^ 

TTAGAAGTTCAGTTTCGAACAAATGTGCACTCAAGCCGC 

CmCTCACAGTCCTGAGAGAATATGCCTACGATGTCCCAAC^ 

AAAAGCCGGCTGGGCAATAACXSAAGGACACTCGAGGAGCC^^ 

AACCCACXX^CAGCAAGACAGCAGCGATGCTTG 

TCAACCACTAGTAAAAAAGATGCXSTTAAG^ 

CTCAACTTGGCCATTCAGAATGGACCAATTAAA 

r^rAATGTTAGCaCTGGATTATGGAAACACGAAACrA 

ATAAACTGTGATACTCACATTCCTTGAAGCTATGAGCATTTAAAA 



In a search of public sequence databases, the NOV5a nucleic acid sequence was 
located on the p3 1 region of chromosome 4 has 1326 of 1344 bases (98% identity) with exon 
12 of p58 protein kinase (clk-1) gene, mRNA from Homo sapiem (GENBANK-ID: M88565) 
5 (E = 0.0). Pubhc nucleotide databases include all GenBank databases and the GeneSeq patent 
database. 

The NOV5a protein (SEQ ID NO:22) encoded by SEQ ID NO:21 is 13 18 amino acid 

residues in length and is presented using the one-letter amino acid code in Table 5B. 
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Table SB. Encoded NOVSa protein sequence (SEQ ID NO:22) 

MEPPGRRRG^ 

KPEIiAQVVPPDTLPNRTVTLILSNNI^^ 

KRLDLTNNRIGOiNADIFRGLT^ 

WMHRWVKEKNITVRDTRCVYPKSLQAQPVTGTO^ 

LPFQCMASYIDQDMQVLWfQDGRIVETD^^ 

QTKR<»mTRTVDIVVIiESSAQYCTPERVVNNK^ 

DERKAWRRCDRGK3FWADDDYSRCQYA1TOVTRVLY 

DVIFVAEMIEKFGRFTKEBKSKEVMVDIASM 

AGGAHVYSTYS PNIALEAYVI KSTGFTGMTCTVFQKV3\ASDRTGLSDYGRRDPEGNIiDKQIiS PKC 
WSNTFSSLALKIVEASIQLPPSLFSPKQKRELRPTDDSLYKLQLIAFRNGKL 
IX3KRRTVVTPVILTK3:iX3VNVDTHHI^ 
YSDEMITTIQCYSLSHYAVItMDLTGSELYTQAASIiliHPW 

RISLKSWHMLVNIiCFHIFLTCVVFVGGITQTRNAS I CQAVGIILHYSTLATVLWVGVTARNIYKQ 
VTKKAKRCQDPDBPPPPPRPMIiRYIiISLRFYLIGGGIPI^ 

EPSLGAFYGPAS FITFVNCMYFLS I FIQLKRHPERKYELKEPTEEQQRIiAANENGEINHQDSMSL 

SLISTSAIiENEHTFHSQLIiGASLTLIJjYVALWMFGAI^ 

VHHCVNREDVRLAWIMTCCPGRSSYSVQVN^ 

SSQGCKLTNI^AAAAQCHANSLPIiNSTPQIiDN^ 

NRSKGHRASRLTVLREYAYDVPTSVEGSVQ^^ 

SSDACSTLPKSSRNFEKPVSTTSKKDALRKPAVVEI^ 

TDSTGNVRTGI>WKHETTV 



NOVSb 

A disclosed NOVSb nucleic acid (also referred to as BE3041 19ext) of 1410 
nucleotides (SEQ ID NO:23) encoding a novel LRR/GPCR-like protein is shown in Table 5C. 
An open reading frame was identified beginning with an AGG initiation codon at nucleotides 
204-206 and ending with a TGA codon at nucleotides 1 154-1 156. Untranslated regions 
upstream from the initiation codon and downstream from the termination codon are underlined 
in Table 5C. The start and stop codons axe in bold letters. 



Table SC. NOVSb Nucleotide Sequence (SEQ ID NO:23) 

TTCAC^CGAAACGTGGGAATA 
CAGAGAGGG^ 

GTACCCGGAAGACCCACAGCAGTGGGATC 
GACAGAGGTGGCTTTTCGGGCAGATGA 

TATGTTTAATCAGATGCCCCTCAACCTTACAAATGCGGTCGCT 

GCCCGCCAACTTCTCTGACAAAATGGAQ3OTA 

AGAGGAAAAATCAAAAGAGCTTGGTGATGTAATGGTCGATC 

CCTGTGGCTGGCACAGAGGGAAGCXaAAGGCCTGCACT 

CCTGGCC^GTGGGGCCCACCTGTACTCCkCGT^ 

TGGCTTCACAGGAATGACCTGCTCOSTGTTCCAGAAGGTGGCT^ 

GCGAAGG^CCCGGATGGAAACCTGGATAAGCAGCTGA^ 

GGCCCTGAAGAACACCATCATGGftGGCCTCCATTTO 

AGCCCGACXXSGCGGATGACGCCCTCT^ 

TGGAAATTCAACAAAGTTGGCAGACGAT^ 

TGGTGCAACCteTAGATACCCACC^^ 

TTGCreCXX^CGTGGGACTTT^ 

TCTACTCOGGATGAGGAACATCACCAGGACT 

GCTGGGACACAITAGTCCACCCAGCRGGCCAGTCTCTC^ 

TOTTGGAGGATCX?CCAGTCATGTCAC^ 
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The NOV5b protein (SEQ ID NO:24) encoded by SEQ ID NO:23 is 317 amino acid 

residues in length and is presented using the one-letter amino acid code in Table 5D. 

Table 5D. Encoded NOV5b protein sequence (SEQ ID NO:24) 

KEGVAPDATEVAFRADDDY^ 

MDVIFVAEMIEKFGRFTOEEKSKELG^ 

THRIiASGAHWSTYSPNIALEAYVIKAAGFTO^ 

SFKClTVSSTFSSIiALKNTIMK^ 

STKIiADDGKRRTVVTPVILTKTDGATVDTHHIPVOT 



NOV5 Clones 

5 The Psort profile for NOV5a predicts that this sequence has a signal sequence and is 

likely to be localized at the plasma membrane with a certainty of 0.6400. In other 
embodiments, NOV5a localizes to the Golgi body with a certainty of 0.4600, the endoplasmic 
reticulum (membrane) with a certainty of 0.3700, and the endoplasmic reticulum (lumen) with 
a certainty of 0. 1 000. The most likely cleavage site for a NOV5a peptide is between amino 
10 acids 38 and 39, at; AAA-LP. 

A search against the Patp database, a proprietary database that contains sequences 
published in patents and patent publications, yielded several homologous proteins to NOV5a 
shown in Table 5E. 



Table 5E» Patp Results for NOVSa 

Smallest 
Sura 



Sequences producing High- scoring Segment Pairs: 


High 
Score 




Prob 

P 


(N) 


patp:Y99347 Human PR01113 (UNQ556) amino aacid sequence S. . 


. 2998 


1 


.le- 


312 


1 


patp:W27161 Mouse receptor ME2 - Mus musculus, 2707 aa. 


283 


3 


.le- 


23 


2 


patp:W27160 Mouse receptor MB2 region comprising MK2{22) . . 


. 283 


3 


.Be- 


23 


3 


patp:Y13393 Amino acid sequence of protein PR0335 - Homo . . 


. 299 


5 


.3e- 


21 


2 


patp :Y7 0672 Human PR0335 protein - Homo sapiens, 1059 aa. 


299 


5.3e- 


21 


2 


patp: YOB 095 Human PR0335 protein - Homo sapiens, 1059 aa. 


299 


5 


.3e- 


21 


2 


patp:Y70674 Human PR0326 protein - Homo sapiens, 1119 aa. 


299 


6.3e- 


21 


2 


patp:Y0B114 Human PR0326 protein - Homo sapiens, 1119 aa. 


299 


6 


.3e- 


21 


2 


patp:Y13395 Amino acid sequence of protein PR0326 - Homo . . 


. 299 


6 


.3e- 


21 


2 



15 

In a BLAST search of public sequence databases, it was found, for example, that the 
full amino acid sequence of NOV5a was found to have 315 of 554 amino acid residues (98%) 
identical to, and 404 of 554 amino acid residues (99%) similar to, the KIAA1531 PROTEIN of 
1060 amino acid residue LRR/GPCR-likc protein from Homo sapiens (GENBANK- 
20 BD:BAA96055) (B = 4. le 185 ). 

NOV5a also has homology to the proteins shown in the BLASTP data in Table 5F. 



43 



WO 02/24733 PCT/US01/29115 



Table SF. BLAST results for NOV5a 


Gene Index/ 
Identifier 


Protein/ Organism 


Length 
(aa) 


Identity 
(%) 


Positives 
(%) 


Expect 


SPTREMBL- 
ACC:Q9P1Z7 


KIAA1531 PROTEIN 
[Homo sapiens] 


1060 


316/654 
(48%) 


404/654 
(61%) 


5.5e- 
185 


TREMBLNBW- 
ACC:BAB47457 


KIAA1828 PROTEIN 
[Homo sapiens] 


496 


174/394 1 
(44%) 


232/394 
(58%) 


l.Oe- 
74 



Similar BLAST analysis of NOVSb revealed that this polypeptide has homology to the 



proteins shown in the BLASTP data in Table 5G. 



Table 5G. BLAST results for NOV5b 


Gene Index/ 
Identifier 


Protein/ Organism 


Length 
(aa) 


Identity 
(%) 


Positives 
(%) 


Expect 


SPTREMBli-ACC : QP127 


KIAA1531 protein 
(fragment) 
[Homo sapiens] 


1060 


134/294 
(45%) 


174/294 
(59%) 


4.5e- 
53 


STREMBL-ACC : Q9VYF1 


CGI 5 74 4 protein 
[DroBophila 
melanogaster] 


1797 


59/235 
(25%) 


111/235 
(47%) 


0.0004 
5 



5 A multiple sequence alignment is given in Table 5H, with the NOV5a and NOV5b 

shown on line 1 and line 2, respectively. This Clustal W analysis compares the NOV5 protein 
with the related protein sequences shown in Tables 5F and 5G. The homologies shared by 
NOV5a and NOVSb polypeptides are also shown in Table 5H. 

Table 5H. ClnstalW Analysis of NOV5 

10 

1 . >NOV5a; SEQ ID NO:22 

2. >NOV5b; SEQ ID NO:24 

3. >Q9P1Z7/ KIAA1531 Protein [Homo sapiens]; SEQ ID NO:46 

4. >BAB47457/ KIAA1828 Protein [Homo sapiens]; SEQ ID NO:47 

15 5. >Q9VYF1/ CG15744 Protein [Drosophila melanogaster]; SEQ ID NO:48 

10 20 30 40 50 



NOVSa MBPPGRRRGRftQPPL VLPbSI tT.i AT iT i AT J iBAGGAGGAAALPAGCKHDGRPR 

20 NOVSb 

Q9P1Z7 

BAB47457 

Q9VYF1 MPTATATSTAAEGGQAVQVQTHQDTELPQ 

25 60 70 80 90 100 



NOVSa GAGRAAGVBGKWCS KPELAQWPPDTLPNRTVTLI LSNNKI SELKNGS F 

NOVSb 

Q9P1Z7 

30 BAB47457 
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Q9VYF1 NPETGIATGQGTASSCPRKCSCKSTAENlHSLKIRCDKQQITNWRBnDFG 



110 120 130 140 150 

....|....|....|....|....|....|....|....|....|....| 

5 NOV5a SGLSLLERLDLRNNLI SSIDPGAFWGLSSLKRLDLTNNRIGCIiNADI P - R 

NOVSb 

Q9P1Z7 

BAB47457 

Q9VYF1 EDVTS I VS INASKNS IALI TT^FRNFTELKRLDLS FNIiLTKLDKDTFGD 

10 

160 170 180 190 200 

NOVSa GLTNLVRLNIiSGNLFSSLSQGTFDYIiASLRSI^ LWMHR 

NOV5b 

15 Q9P1Z7 

BAB47457 

Q9VYF1 SLAHLEKLKIiAGNAISHIYEGTFIX?^ 

210 220 230 240 250 

NOV5a WntEKNITVRiyrcCVYPKSIOA^ 

NOVSb " 

Q9P1Z7 HLl|| 

BAB47457 

25 Q9VYF1 WSSSREVRIiQPPPKCESPGNFRG-MPLKKLRVGKDFHCETIil^ 

260 27*0 280 290 300 

NOV5a fHRgBvjjEggsBPFQg^S YIDQDMQVLWYQ 

30 NOV5b 

Q9P1Z7 ftJlSvgQgSRBPPQBsS 3 YLGNDTRIRWYH 

BAB47457 

q9vyfi 5qnHSaBeS3 e 3q i,k S h S prvai gvpresbdlptkayvfwgw SEKIRAKN 



35 310 320 330 340 350 

NOVSa DGRIVETDESQGIF VEKNMIHNCSLIA- -BriSNIQAGSTgN^GgH 

NOVSb 

Q9P1Z7 NRAPVEGDBQAGIIi IiAESLIHDCTFI TSEj§TI*SHI GVWAS@EflEjJr 

40 BAB47457 

Q9VYF1 STEDI IYQDPTKVFGDVNIiBTRHSTDSGIIjQSI^IASLTQNHT@^D3r 

360 370 380 390 400 

45 NOV5 a VQTKRC^miTVDIvELESSAQ^^ 

NOVSb 

Q9P1Z7 VSMAOGj^^KKSnSIV^ETSASE^AERflAN^S^ 

45 
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BAB47457 

Q9VYF1 LRSQQA^QAIVLH^VAKjG^^ 



410 420 430 440 450 

....(.... | | |.. ..(.... | | | | | 

NOV5a |JCRNTHG{j3I YPCSTPQD^kQhQe^^RGQfQaDcQQsrQ^A^QvQ^vQQ 

NOVSb KBGVAP DATEV^fQ ADI^gFRgQlAEvSI^SS 

Q9P1Z7 2lQYPF*I§VT?LGGGAPG^ 

BAB47457 

Q9VYF1 gVE- -EP@ DATQAgRgSHE^PSBE|LNlflTEsgvBvSBlgBlgE 



460 470 480 490 500 

— t — | — ! — | — | — I — I — t — 1 — t 

NOVSb yfiw nliagBB - - -B8vAT^jgLfifflvBpBrfS- - -Bk^BieB^eS 

Q9P1Z7 igVLgSlSAS - - -^XrgB^Vg}A§Als!£- " -S^SSSvyEIQSB^ 

BAB47457 ^ 

Q9VYF1 C§AKVN||ig3K^ 



510 520 t 530 540 550 

NOVSa gGRPTKBBjJSK 

NOV5t> gGRFTRBEJSSKB- 

Q9P1Z7 gLGWDQlgEIiV E 

BAB47457 ~ EH 

Q9VYF1 YLDQI^QPQQQQKISHIaL^vgQLL^ 



560 570 580 590 600 
• | 1 | I 1 1- - -^1---. | | I 

Novsa qS E TY S2 AGG S HVY ^ YS pHESBvHSsTcgi^fl 

NOV5b Og gjTHSASGgHVYgTYS p|5HggE3B v ffl AA£ ## 4 H 

Q9P1Z7 E§ SGGAAiJsS^QHlSVNA R^vg2^5 L E PHSYV S L S 

BAB47457 PG VTPlgrsgPLPWWTPlQ VC^vgHYSTLSTMLWlgvg 

Q9VYF1 BSSAMRIiAlj§STQAl!§LPAEMIP 



610 620 630 640 650 



NOVSa firvBSB ESAASDRTGbSDYGmU^GNLgKjSsgK^VSN- - -TF 

NOVSb BSVPB gAASDRAGbSDYGRRDgDGNlSK®S§KH^SS- - -T5 

Q9P1Z7 gr;^ERRECX3gPGTOIK3SP<X^^ 

RAB47457 ARNIYg QVTKKAP 

Q9VYF1 gVWLEQ S-PRG§Q©SAN DTI 



660 



670 



680 



690 



700 



NOV5a 
NOVSb 



KHKRKARAADDAI/ 
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Q9P1Z7 TmilifasvAiJlsnsflBp|gBF^ - lpaalaBpvppdctBSBlvI^^BrHShs 

BAB 4 74 5 7 [JcS 0 T-DQgpYPRQPLgRFYIiVSGg 

Q9VYF1 PMyHH6DID§A§^^y§\riGMSSTTLPATTTIRSIiR^1I SLH^^^S^S^ 



710 720 730 740 750 

Novsa tx^SJtn- -flgDDEB §§tQvQJQltkidQvnQthhx^nBt{S 

N0V5b TG^TK- -(gDDgg ^gv^^TKJD^TjBimrggNgltB 

Q9P1Z7 HS|vflTSRPGA[|GPgg ^Gaj Ag^gF AGTSBCGg8GNLTEE8BfiBsB3 

BAB47457 V§FQlCGVT AATNI0 

Q9VYF1 LRG§HNES[|SSAI IGILAYSSIXSKAIiQPRADNEIiDPBEB^QQRBtS^ 



760 770 780 790 800 



NOV5a RlgHgADAV^RTOFDI»LNGQG(^KSE^ULYSDENITTIQ^S]^NYA 

NOV5b RlgHg- - — -|RCGCC- - AR g— — TLlg 

Q9P1Z7 HWgEgAEPV^WWSQEGP<^ftGG^S^QIiRSSQPNVSAIiHgQH^ 

BAB47457 NYGTB D§ 

Q9VYF1 AHPYHNPLSfPQPAWWDAD§QR-|gE^ 



810 820 830 840 850 

NOV5a V|}^DLTGS EL YT - QAASIiLHPVgjJrTAI iJllSlLAVTVSYIYHHS 

N0V5b 

Q9P1Z7 vJjMEIiSAF PREVGGAGAGLHP\^^CTAI^LI^FATI ITYILNHS 

BAB47457 D 

Q9VYF1 t gra? gnvT .-nthfr .qErR.qre ar tohpp aaTOm^cgiJIfaScafnavt favfgr 

860 870 880 890 900 



N0V5a LlglSLKSWiJfl^CFHIFLT^^ 

NOV5b 

Q9P1Z7 SlgvSRKGWgr'gl^^ 

BAB47457 TAYO- 

Q9VYF1 AVglNRVQRgAgjvJgTW^^ 



910 920 930 940 950 

NOV5a ^TV[§^Gj^ARNIY{&v||KK^ 

NOV5b 

Q9P1Z7 f^TlJB MC #^ VLH l^^ 

BAB47457 

Q9VYF1 gCOT^VC^liSSMYERLgKTTTS^GQCPGQDMBM 



960 970 980 990 1000 

— |i — i — | — i — i — | — — | — | 

NOV5a GGGIPIIVCGITAGGNIKNYGSRPNAP^li^ij5£aaH ( ^SsFBri"VN 
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NOVSb 

Q9P1Z7 . B^vBRl^BffigRiaiBVALflliLIT 

BAB47457 J^aJeI^^SH^B^B^^ 

Q9VYF1 VG-WGIAI^ICGISSAVNIiAEYATYDY[!fc™ 

5 

1010 1020 1030 1040 1050 

NOVSa O ^gW siFI^SK REBBRKYBLKBPTEEQQRIiftANENGEI 

NOV5b 

10 Q9P1Z7 WlJJJJCAGLRgRGPLA QN§KAGNSRASLKAGBBIiRGSTRIiRGS 

BAB4 7457 CV05S GTYV BS R R^SGRRYBLRTOPEEQRRIiATPE-GGR 

Q9VYP1 GILAHciYYB^QQAVNVI^IiQMQSQQNRQYSDNNTQATBH 

1060 1070 1080 1090 1100 

15 ....|.-..|....|....|....|.-...|....|..-.|-.-|....| 

NOVSa NHQDSMSIiSLIST SAIiENEHTFE@ g| 

NOV5b 

Q9P1Z7 ^LliSDSGSLLATGSiUlVGTPGPPEDGDgLYgPGV 

BAB47457 glRPGTPPAHDAPG ASVLQNEH§FQA §3 

20 Q9VYP1 gSATTAAIGGGSGNHGGRKEQDHMQEQY§IX^PIiSSIVDDFERSNIiSH2 

1110 1120 1130 1140 1150 

....(.. ..|....|.^^..|....|....|....|....|....| 
NOV5a T,GAfil|gijlflvfLffito FE^^ 

25 NOV5b 

Q9P1Z7 tt^T.vT[foF[KhJpb^ dSEHI^^ 

BAB4 7457 RAAAFfflFf^FTffiTiBA FlE*^^ 

Q9VYF1 RGHFI *flv{5AGA$LSA0AY^GGQEj3YVLS - - - FAGCCSVg@lgLIiI FY 

30 1160 1170 1180 1190 1200 

....|....|....|....|. ...!... -■!.... |....|....| 

NOV5a gvi^S^HlLA^MlgcgGRSSYSVQVNV QpgfcTSNGTNGEAPKC 

NOVSb " 

Q9P1Z7 gARgR^EftSgRACgpBASPAAPHAPPR AL§AAAED@--SFVF 

3 5 BAB4 7457 gAK§Ej^QCSwACgpgRKDAH gALDANg- - -AAL 

Q9VYF1 NliSSNS^SQA^SQGRDGRS I PAKLVTYNNGSQARGAHgs SMMPgPGTAMI 

1210 1220 1230 1240 1250 

| | | | | |....| | | | 

. 40 NOVSa " PNSSAESSCTCnCSAgSFKNSSQGgg^^ 

NOV5b 

Q9P1Z7 GEGPPSLKSSPSGsgGHPIiALGPHjL^Bt^QSQVCBAGAAAGGEGEPE 
BAB47457 GRAAa^PGIX^PRGPAHPPGP^^SSAgQCaiASCLSPATPCCAKMH 
Q9VYF1 SNS I VAYKANPGPG§LYEANNSAGSRS^SCSRSMRSQTRSQTRSQQEQL 
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1260 1270 1280 1290 1300 

..|....|....|....|....|....|....|....|...-| 

48 



WO 02/24733 

NOVSa NSLTEHSMDNDI KMHVAPLBVQ FRTNVHS S RHHKNRSKGH 



PCT/US01/29115 



NOVSb 

Q9P1Z7 PAGTRGNIiAHI^NNVHHGRRAHKSRAKgHRAGEACGKN 

BAB4 74 5 7 CEPLTADEAHVHLQ- - EEGAFGHDPHLH§CLQGRTKPPY 

Q9VYF1 LrQANGAGGVTI INNTSGQPGAGGGPAAG^SGSTGGAFVTPHSIJtALIiHG 

1310 1320 1330 1340 1350 

N0V5a RASRBrVLREYgyDVPTgVEggVQ 

NOVSb 



Q9P1Z7 

BAB47457 FSRHPAEEPEY§YHI PSgUDg^R 

Q9VYF1 SSHDLIPSABIFYNFNQINVARKFFKKQK^ 

1360 1370 1380 1390 1400 

|....| |.-..| | I 

NOVSa NGLPK@RIiGNNEGHSRgRRAY^ 

NOVSb 

Q9P1Z7 NSPTDgTLGSSRN- - -gPGAGLQIiEGBPMLTPSEGgDTSAAPgSKAGRAG 

RAB47457 SSRTD§PPSSI*DGPAGTHTIA^^ 

Q9VYF1 MQMQMQLHSQHSLSDA||SEQLYSRHHNAM1^^ 

1410 1420 1430 1440 1450 

NOV5a EKPVSTTSKKDAIJlKPAVVi§E^ 

NOV5b 

Q9P1Z7 QR- - - RSASM>SI*KGGGAl|jj^SHRR@^ 

BAB47457 PG RRAAI^PGHI§4LRRTQ§^^ 

Q9VYF1 PMAGAPKEHGNMGAMSSG(®SMQFKRFV|^ 

1460 1470 1480 1490 1500 

NOV5a TDS1 

NOV5b 

Q9P1Z7 GA 

BAB47457 

Q9VYF1 LTPQHEVIKIiRAN^T^SIjLDSliHKIiDDDEBDEKEBE^^ 

1510 1520 1530 1540 1550 

NOV5a 

NOVSb 

Q9P127 

BAB47457 --- 

Q9VYF1 PSHELSEKDASSLDBH7VPLYANTLPPASC3^SLFRNRGSSHQPMSSTPVK 

1560 1570 1580 1590 1600 
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....|....|....|....|....|....|....|....|... .|....| 

NOVSa 

NOV5b 

Q9P127 

5 BAB47457 

Q9VYP1 QPSLEA^SLGLPEVSLEEPLLQKHBIYVSNSLQVTTSNSIQLDDDFPSV 

1610 1620 1630 1640 1650 

....|....|....|....|....[....(.-..|....|....|....| 

10 NOV5a 

NOV5b 

Q9P1Z7 

BAB47457 

Q9VYF1 LIRFS(XXX}SKSIiNNISEMI^ 

15 

1660 1670 16fi0 1690 1700 

....|....|....|....|....|....|....|....|....|....| 

NOVSa 

NOVSb 

20 Q9P1Z7 

BAB47457 

Q9VYF1 STLEEQX)I^QIYSCSSSNIjSQIiKGHHPT^ 

1710 1720 1730 1740 1750 

25 | | | | | 1 I I 

NOVSa 

NOV5b 

Q9P1Z7 

BAB47457 

30 Q9VYF1 NYQNSE I S I RSHGL YAPQ ADNDLNLTLTDDFRCYQ S SNASDADVDVLNE F 

1760 1770 1780 1790 1800 

NOVSa 

35 NOV5b 

Q9P127 

BAB47457 

Q9VYP1 DDE FVAATGGERWGDAEQD PHHDHDQDTS IDKLYEAI KCRSPLRNKQEA 

40 1810 1820 1830 1840 1850 

NOV5a , 

NOV5b 

Q9P127 

45 BAB47457 

Q9VYF1 VERFEREREIU)RBKEMEMEAKPLSNSHNKNLNBTIEDDSSQSSVISYIDP 
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I860 
....|....|. 

NOV5a 

NOV5b 

5 Q9P1Z7 

BAB47457 

Q9VYP1 RAANEPRPFPS 

The presence of identifiable domains in the protein disclosed herein was determined by 
10 searches using algorithms such as Pfam. Table 51 lists the domain description from DOMAIN 
analysis results against NOV5a. 



Table 51 Domain Analysis of NOVSa 


Model 


Score (bits) 


E value 


Leucine rich 
repeat 


79.9 


5.4e-20 


Leucine rich 
repeat C- 
terminal domain 


41 "7 


1.6e-08 


Latrophilin/ CL- 
1-1 ike GPS 
domain 


25.4 

t 


0.0012 


Immunoglobulin 
domain 


21.7 


3.6e-05 


Hormone receptor 
domain 


6.8 


0.069 


7 transmembrane 
receptor 
(Secretin 
family) 


46.2 


3.6e-05 



15 The presence of protein regions in NOVSa that are homologous to a leucine-rich repeat 

domain is consistent with the identification of NOV5 protein as a LRR/GPCR-like protein. 
This indicates that the NOV5 sequence has properties similar to those of other proteins known 
to contain these domains. 

The domain and protein similarity information for the invention suggests that this gene 

20 may function as "LRR/GPCR". As such, the NOV5 protein of the invention may function in 
the formation and maintenance of the nervous system. NOV5 is implicated, therefore, in 
disorders involving these tissues, such as, for example, abnormal angiogenesis, like cancer and 
more specifically aggressive, metastatic cancer, more specifically tumor of the lung, kidney, 
brain, liver and colon. 

25 The nucleic acids and proteins of the invention are useful in potential therapeutic 

applications implicated in various pathologies/disorders described. Potential therapeutic uses 
for the invention includes, for example; protein therapeutic, small molecule drug target, 
antibody target (Therapeutic, Diagnostic, Drug targetmg/Cytotoxic antibody), diagnostic 
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and/or prognostic marker, gene therapy (gene delivery/gene ablation), research tools, tissue 
regeneration in vitro and in vivo (regeneration for all these tissues and cell types composing 
these tissues and ceU types derived from these tissues). 

NOV5 nucleic acids and polypeptides are further useful in the generation of antibodies 
5 that bind immunospecifically to the novel substances of the invention for use in therapeutic or 
diagnostic methods. These antibodies may be generated according to methods known in the 
art, using prediction from hydrophobicity charts, as described in the "Anti-NOVX Antibodies" 
section below. The disclosed NOV5a protein has multiple hydrophilic regions, each of which 
can be used as an immunogen. In one embodiment, a contemplated NOV5a epitope is from 

10 about amino acids 20 to 30. In another embodiment, a NOV5a epitope is from about amino 
acids 50 to 75. In additional embodiments, NOV5a epitopes are from about amino acids 100 
to 120, from about 180 to 300, from about amino acids 325 to 425, from about amino acids 
525 to 600, from about amino acids 625 to 725, from about amino acids 850 to 900, from 
about amino acids 950 to 1000, and from about amino acids 1050 to 1350. These novel 

1 5 proteins can be used in assay systems for functional analysis of various human disorders, 
which are useful in understanding of pathology of the disease and development of new drug 
targets for various disorders. 

NOV6 

20 A disclosed NOV6 nucleic acid (also referred to as jgigc_draft_citb- 

el_2540M5_20000803_dal) of 961 nucleotides (SEQ ID NO:25) encoding a novel Major 
Histocompatibility Complex Enhancer-Binding Protein MAD3-like protein is shown in Table 
6A. An open reading frame was identified beginning with an ATG initiation codon at 
nucleotides 1-3 and ending with a TGA codon at nucleotides 955-957. Untranslated regions 

25 upstream from the initiation codon and downstream from the tennination codon are underlined 
in Table 6A. The start and stop codons are in bold letters. 



Table 6A. NOV6 Nucleotide Sequence (SEQ ID NO:25) 

CTGGACGACOjCCACGACAGCGGCCTO 

GCCTTGCGCAATCrcCCGCA^ 

TCTCTTCCCCACAGGTTCCT 

OTGAAGGGW3ACCTGGCCTTC 

AACCAGCCAG&AATTGCnKSAGG^ 

CCCCTA(^CCTTGCCTGTGAGCAGGGCTGCCTGGC<^ 

CTCC^CrC^TCCTCAAGGCT^ 

GGCATCGTGGAXXrTTTTGGTCT^ 

CACCTCGCAGTCK^CCTGCAAAATC 

ACCTACCAGGGCTATTCTCCCTACCRGCTCACCT 
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CTGACACTAGAAAACCTTC^ I 
GAGTTCACAGAGGACCaGCTGCCCTAT^^ I 

Variant sequences of NOV6 are included in Example 2, Table 54. A variant sequence 
can include a single nucleotide polymorphism (SNP). A SNP can, in some instances, be 
referred to as a "cSNP" to denote that the nucleotide sequence containing the SNP originates 
5 as a cDNA. 

In a search of public sequence databases, the NOV6 nucleic acid sequence, located on 
chromosome 4 has 1326 of 1344 bases (98% identity) with exon 12 of p58 protein kinase (clk- 
1) gene, mRNA from Homo sapiens (GENBANK-K): M88565) (E = 0.0). Public nucleotide 
databases include all GenBank databases and the GeneSeq patent database. 

10 The NOV6 protein (SEQ ID NO:26) encoded by SEQ ID NO:25 is 318 amino acid 

residues in length has a molecular weight of 35427.5 Daltons and is presented using the one- 
letter amino acid code in Table 6B. The Psort profile for NOV6 predicts that this sequence 
has no signal sequence and is likely to be localized at the cytoplasm with a certainty of 0.6500. 
In other embodiments, the NOV6 protein localizes to the lysosome (lumen) with a certainty of 

15 0.2195, or the mitochondrial membrane space with a certainty of 0.1000. 



Table 6B. Encoded NOV6 protein sequence (SEQ ID NO.-26) 

MFQAAERPQEWSMEGPRDGLKKERIiLDDRHDSGIi^ 
FPSLPHRFLHIAIIHEEKALTMKVIRQVKGDIiAFIjn^N^ 
RGNTP&^CBQGOiASVGVLTQSCTlTHIJISI^ 
NGRTALHLAVDLQOTDLVSIiIjIjXCGADVITOVTY^ 

YDTESEFTBPTBDEIiPYDDCVFGGQR ; . ■ 

In a BLAST search of public sequence databases, it was found, for example, that the 
full amino acid sequence of NOV6 was found to have 288 of 318 amino acid residues (90%) 
20 identical to, and 292 of 3 1 8 amino acid residues (91 %) similar to, the MAJOR 

HISTOCOMPATIBILITY COMPLEX ENHANCER-BINDING PROTEIN of 1060 amino 
acid residue LRR/GPCR-like protein from Homo sapiens (SWISSPROT-ACC:P25963) (E = 
5.5e 151 ). 

NOV6 has homology to the proteins shown in the BIAS TP data in Table 6C. 



WO 02/24733 PCT/US01/29115 



Table 6C. BLAST results for NOV6 




Gene Index/ 
Identifier 


Protein/ Organism 


Length 
(aa) 


Identity 
(%) 


positives 
(%) 


Expect 


MAD'3_HUMAN 


Major 

hi s tocompat ibi li 
ty complex 
enhancer-binding 
protein mad3 

(nuclear factor 
kappa -b 
inhibitor) (i- 
kappa -b- alpha ) 

(ikba) 

[Homo sapiens] 


317 


267/322 
(83%) 


271/322 
(84%) 


le- 
150 


Q08353 


ECI-6/IKBA 
protein 
[Sus scrofa] 


314 


256/322 
(80%) 


262/322 
(81%) 


le- 
139 


Q63746 


RL/IF-1 mRNA 
[Rattus 
norvegicus] 


314 


249/322 

t r 7 r 79-\ 

(77%J 


259/322 


le- 
136 


Q9Z1E3 


i KAPPA b alpha 
(fragment) 
[Mus wusculus] 


238 


203/238 
(85%) 


207/238 
(87%) 


le- 


Q91974 


Rel-associated 
pp40 

[gallus gallus] 


318 


198/321 
(62%) 


223/321 
(69%) 


8e-98 



A multiple sequence alignment is given in Table 6D, with the NOV6 protein being 
shown on line 1 in Table 6D in a Clustal W analysis, and comparing the NOV6 protein with 
the related protein sequences shown in Table 6C. This BLASTP data is displayed graphically 
5 in the ClustalW in Table 6D. 

Table 6D. ClustalW Analysis of NOV6 
L>NOV6;SEQIDNO:26 

2. >MAD3_HUMAN/ Major Instocompatibility complex enhancer-binding protein mad3 
(nuclear factor kappa-b inhibitor) (i-kappa-b-alpha) (ikba)[flomo sapiens]; SEQ ID NO:49 
10 3. >Q08353/ ECI-6/IKBA protein^ scrofa]; SEQ ID NO:50 

4. XJ637467 RL/IF-1 mRNA [Rattus norvegicus]; SEQ ID NO:51 

5. >Q9Z1E3/ i KAPPA b alpha (fragment)[A/ksr musculus]; SEQ ID NO:52 
6>Q91974/ Rel-associated pp40 \gallus gallus]: SEQ ID NO:53 
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NOV6 

MAD3HUMAN 

Q08353 

Q63746 

Q9Z1B3 

Q91974 



NOV6 

MAD3HUMAN 

Q0B353 

Q63746 

Q921E3 

Q91974 



NOV6 

MAD3HUMAN 

Q08353 

Q63746 

Q9Z1B3 

Q91974 



NOV6 

MAD3HUMAN 

Q08353 

Q63746 

Q9Z1B3 

Q91974 



I 



I arp: 

130 



PCT/US01/29115 

115 



I 



140 
..I.. 



I. 



150 



I 



160 



170 



180 
-•I 



QT?LHLAVI?MQ?EIA£ALL^ 
QTPLHL^TNQPEIAEALlS^ 

qtplhlavitxqpeiaeall^ 



QTPI^LAVITMQrSlAEALLSAGCDFELRDFRGNTPLHLACSQGCL^SVWVLTyyL'Tgtf 
rtTPT,K?,AVTTWOPgIAEALL^ 
QTPLHLAVITgQBSIAEiliLl"^^^ 



'LASvBvLTQaCrfflH 



175 

171 

171 

171 

95 

175 



190 



200 



210 



220 



230 



240 




250 
I 



260 
1- 



270 
I 



I- 



280 



290 
..|.. 



300 



■I I 



LVSLLLKCGAX'V^RVTYQGYSPY 

IjVSLLLKCGADV^5RVTYQGYSPYCLTVJGRFSTRlQQQLGQL?LEHI:QML?i3EDb't-SYDT 
LVSLLLKCGADV^RVTYQGYSPYQLTWGRPSTXIQQQLGQLTIjEKLQMLPESiDEESYD^ 
LVSLLLKCGADWRVTYQGYS?YQL7WGRFS?RIQQQLGQL-TLENI^HlF2SEDEESYDT 
LVSLLLKCGAI3V1oRVTYQGYSPYQLTV7GRPS^IQQQLGQLTLEKLQML?ESEDEESYDT 



295 
291 
291 
291 
215 
295 



310 



320 




The presence of identifiable domains in the protein disclosed herein was determined by 
searches using algorithms such as Pfam. Table 6E lists the domain description from 
DOMAIN analysis results against NOV6. 



Table 6E Domain Analysis of NOV6 


Model 


Score (bits) 


E value 


AnJc repeat 


138.6 


l.le-37 



The presence of protein regions in NOV6 that are homologous to a leucine-rich repeat 
domain is consistent with the identification of NOV6 protein as a Major Histocompatibility 
Complex Enhancer-Binding Protein MAD3-like protein. This indicates that the NOV6 
50 sequence has properties similar to those of other proteins known to contain these domains. 

The domain and protein similarity information for the invention suggests that this gene 
may function as "Major Histocompatibility Complex Enhancer-Binding Protein MAD3". As 
such, the NOV6 protein of the invention may function in the formation and maintenance of the 
immune system. NOV6 is implicated, therefore, in disorders involving these tissues. 
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The nucleic acids and proteins of the invention are useful in potential therapeutic 
applications implicated in various pathologies/disorders described. Potential therapeutic uses 
for the invention includes, for example; protein therapeutic, small molecule drug target, 
antibody target (Therapeutic, Diagnostic, Drug targeting/Cytotoxic antibody), diagnostic 
5 and/or prognostic marker, gene therapy (gene delivery/gene ablation), research tools, tissue 
regeneration in vitro and in vivo (regeneration for all these tissues and cell types composing 
these tissues and cell types derived from these tissues). 

NOV6 nucleic acids and polypeptides are further useful in the generation of antibodies 
that bind immunospecifically to the novel substances of the invention for use in therapeutic or 

10 diagnostic methods. These antibodies may be generated according to methods known in the 
art, using prediction from hydrophobicity charts, as described in the "Anti-NOVX Antibodies" 
section below. The disclosed NOV6 protein has multiple hydrophilic regions, each of which 
can be used as an immunogen. In one embod^nent, a contemplated NOV6 epitope is from 
about amino acids 1 to 75. In another embodiment, aNOV6 epitope is from about amino 

15 acids 125 to 160. In additional embodiments, NOV6 epitopes are from about amino acids 175 
to 190, from about 200 to 230, and from about amino acids 240 to 320. These novel proteins 
can be used in assay systems for functional analysis of various human disorders, which are 
useful in understanding of pathology of the disease and development of new drug targets for 
various disorders. 

20 NOV7 

A disclosed NOV7 nucleic acid (also referred to as GMAP001948_A) of 457 
nucleotides (SEQ ID NO: 27) encoding a novel Interleukin-9-like protein is shown in Table 
7 A. An open reading frame was identified beginning with no initiation codon and ending with 
a TAA codon at nucleotides 445-447. Untranslated regions upstream from the initiation codon 
25 and downstream from the termination codon are underlined in Table 7 A. The start and stop 
codons are in bold letters. 



Table 7A. NOV7 Nucleotide Sequence (SEQ ID NO:27) 

CATGATTGTGTTAGAAAATCTGAAATTAOTAGAACTAATAAGTTAT^ 

AAACTCCATTGTATTCAATACATTAGCAAT6A 

CTCTGCCATCTCTCTCIX^CGCT 

T CAGT AACCT CAAACTGTAAACAATCCAAA 

GGGGTTCTTAGTTCAAAGGAACAGAAAA 

GCAGCAAGCAACATACTGATATTTCTGAAGAGTCTCCTG^ 

GCAGAGT , 
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In a search of public sequence databases, the NOV7 nucleic acid sequence, located on 
the p31 region of chromosome 4 has 152 of 214 bases (71%) identical to a hp40 gene for P40 
cytokine mRNA from Homo sapiens (GENBANK-K): X17543) (E = 9.5e" 14 ). Public 
nucleotide databases include all GenBank databases and the GeneSeq patent database. 
5 The NOV7 protein (SEQ ID NO:28) encoded by SEQ ID NO:27 is 148 amino acid 

residues in length and is presented using the one-letter amino acid code in Table 7B. The 
Psort profile for NOV7 predicts that this sequence has no signal sequence and is likely to be 
localized at the cytoplasm with a certainty of 0.4500. In other embodiments, the NOV7 protein 
localizes to the microbody (peroxisome) with a certainty of 0.3000, the mitochondrial matrix 
10 space with a certainty of 0.1000, or the lysosome (lumen) with a certainty of 0.1000. The most 
likely cleavage site for a NOV7 peptide is between amino acids 66 and 67, at SLC-CF. 



Table 7B. Encoded NOV7 protein sequence (SEQ ID NO:28) 

HDCVRXSEI TRTNKLFNEFVQDQYSKLHCIQYI SNEKIDIHTOFTIiPFTTLCHLCLTLPCPECSI^CFS FI BA 
LFSVTSNCKQSKYPLTRYKEIYS ILKEKaVVSSKEQKKnbKCPFTiSCEQPCNQTAASNIIiI FLRSLLEI CQEEKM 
RD 

In a BLAST search of public sequence databases, it was found, for example, that the 
15 fidl amino acid sequence of NOV7 was found to have 52 of 98 amino acid residues (53%) 
identical to, and 63 of 98 amino acid residues (64%) similar to, the 144 amino acid residue 
INTERLEUKIN-9 PRECURSOR (IL~9) (T-CELL GROWTH FACTOR P40) (P40 
CYTOKINE) protein from Homo sapiens (P15248) (E = 6.5e~ 21 ). 

NOV7 has homology to the proteins shown in the BLASTP data in Table 7C. 



Table 7C. BLAST results for NOV7 


Gene Index/ 
Identifier 


Protein/ 
Organism 


Length 
(aa) 


Identity 
(%) 


Positive 
s (%) 


Expec 
t 


ptnr:SWISSNEW- 
ACC:P15248 


Interleukin-9 
precursor (IL-9) 

(T-cell growth 
factor P40) (P40 
cytokine) 

[Homo sapiens] 


144 


52/98 
(53%) 


63/98 
(64%) 


1.5e- 
21 


ptnr : SWISSPROT- 
ACC:P15247 


INTBRIiEDKIN-9 
PRECURSOR (IL-9) 

(T-CELL GROWTH 
FACTOR P40) (P40 
CYTOKINE) 

[Mus musculus] 


144 


40/98 
(40%) 


57/98 
(58%) 


4.2e- 
11 
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A multiple sequence alignment is given in Table 7D, with the NOV7 protein being 
shown on line 1 in Table 7D in a ClustalW analysis, and comparing the NOV7 protein with 
the related protein sequences shown in Table 7C. This BLASTP data is displayed graphically 
in the ClustalW in Table 7D. 

Table 7D. ClustalW Analysis of NOV7 

1. >NOV7; SEQ ID NO:28 

2. >P15248/ Merleukin-9 (IL-9) [Homo sapiens]*, SEQ ID NO:54 

3. >P 15247/ Merleukin-9 Precursor QL-9) [Mus musculus] ; SEQ ID NO:55 

10 20 30 40 50 60 

70 80 9^^ ^^^^^^^^^^^^^^ 0 

130 140 



The presence of identifiable domains in the protein disclosed herein was determined by 
30 searches using algorithms such as Pfam. Table 7E lists the domain description from 
DOMAIN analysis results against NOV7. 



Table 7E Domain Analysis of NOV7 


Model 


Score (bits) 


E value 


IL7t 


4 


0.099 



35 The presence of protein regions in NOV7 that are homologous to a leucine-rich repeat 

domain is consistent with the identification of NOV7 protein as a Interleukin-9-like protein. 
This indicates that the NOV7 sequence has properties similar to those of other proteins known 
to contain these domains. 

The domain and protein similarity information for the invention suggests that this gene 
40 may function as "Merieukm-9'\ As such, the NOV7 protein of the invention may fimction in 
asthma, various types of cancer, azoospermia, learning disabilities, and facial dysmorphism, 
multiple sclerosis, autoimmune encephalomyelitis, X-linked severe combined 
immunodeficiency and other immunological disorders. 

The nucleic acids and proteins of the invention are useful in potential therapeutic 
45 applications implicated in various pathologies/disorders described. Potential therapeutic uses 
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for the invention includes, for example; protein therapeutic, small molecule drug target, 
antibody target (Therapeutic, Diagnostic, Drag targeting/Cytotoxic antibody), diagnostic 
and/or prognostic marker, gene therapy (gene delivery/gene ablation), research tools, tissue 
regeneration in vitro and in vivo (regeneration for all these tissues and cell types composing 
5 these tissues and cell types derived from these tissues). 

NOV7 nucleic acids and polypeptides are further useful in the generation of antibodies 
that bind immunospecifically to the novel substances of the invention for use in therapeutic or 
diagnostic methods. These antibodies may be generated according to methods known in the 
art, using prediction from hydrophobicity charts, as described in the "Anti-NOVX Antibodies" 

10 section below. The disclosed NOV7 protein has multiple hydrophilic regions, each of which 
can be used as an immunogen. In one embodiment, a contemplated NOV7 epitope is from 
about amino acids 5 to 45. In another embodiment, a NOV7 epitope is from about amino 
acids 70 to 125. These novel proteins can be used in assay systems for functional analysis of 
various human disorders, which are useful in understanding of pathology of the disease and 

1 5 development of new drug targets for various disorders. 



NOV8 

A disclosed NOV8 nucleic acid (also referred to as .SC129285515_A) of 1 155 
nucleotides (SEQ ID NO: 29) encoding a novel 5-Hydioxytryptamine receptor-like protein is 
20 shown in Table 8A. An open reading frame was identified be g i nnin g with an ATG initiation 
codon at nucleotides 5-7 and ending with a TGA codon at nucleotides 1 145-1 147. 
Untranslated regions upstream from the initiation codon and downstream from the termination 
codon are underlined in Table 8 A The start and stop codons are in bold letters. 



Table 8A NOV8 Nucleotide Sequence (SEQ ID NO:29) 

CGCCATGGAGGOXXrrAGCCTTTCAGTGGCC^ 

GCCCTTGCCCTGGGACCCG^CCAGOUSCA^ 

GAGCGGCGCTOTCCTC^CGGGCCGA^ 

GCTGATCGCTOCCACTTTCCTGTGGM 

GQCX3CATAACTTGGTGGCCTCGACGOTCGTCT 

GAGTGAGCTGTCGACCGGGC^ 

<^aXX:CTCGGGAACGTGGCGG^ 

GOX^CCCGCAGCCGCGCCTCGTTG^ 

GCTGCTCTTTGGCCGGGGCGAGGTGTGCG^ 

CGCCTTCTCCACCCGCGGCGCCTTCCACCTGCra 

TGATGAGGCTGAAGTGGTGTTCACGG^ 

CTTCCTGACGG&ACTCATCAGCCC^ 
TGGCTACrCCAATTCTTTCTTCAACC 
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| CCTCTTTACTAAGCAGAGATGAACACAGGG 



PCT/US01/29115 
I 



In a search of public sequence databases, the NOV8 nucleic acid sequence, located on 
the p31 region of chromsome 2 has 812 of 1089 bases 74%) is identical to a 5-HT5B serotonin 
receptor mKNA from Mus musculus (GENBANK-ID: X69867) (E = 1.8e" 115 ). PubUc 
5 nucleotide databases include all GenBank databases and the GeneSeq patent database. 

The NOV8 protein (SEQ ID NO:30) encoded by SEQ ID NO:29 is 380 amino acid 
residues in length and is presented using the one-letter amino acid code in Table 8B. The 
Psort profile for NOV8 predicts that this sequence has a signal sequence and is likely to be 
localized at the endoplasmic reticulum (membrane) with a certainty of 0.6850. In other 
10 embodiments, the NOV8 protein localizes to the plasma membrane with a certainty of 0.6400, 
theGolgi body with a certainty of 0.4600, or the endoplasmic reticulum (lumen) with a 
certainty of 0.1000. The most likely cleavage site for aNOV8 peptide is between amino acids 
16andl7,atALA-PE. 



Table 8B. Encoded NOV8 protein sequence (SEQ ID NO:30) 

MEAASLSVATAGVAIiAPETSSPAL^ 

LLI AATFLWNIiLVPVT I PRVRAFHRVPHNLVASTAVSDBLVAALAMP PS LASELSTGRRRIJjGRHVWI S FDAIi 
CCPAGLC^AAIMiGRDGAITRH^ 

E P S YAAFS TRGAFHL PLGVTOFVYRKI YEAAKFR^ F Q 
V SGDSWREQKERRAAMIWGI LI6VFVLCWI PFFLTKLI S PLCACSLP PIWKS I FLWLGYSN S FFNPLI YTAFN 
KNYNNAFKSLFTKQR 

15 

In a BLAST search of public sequence databases, it was found, for example, that the 
full amino, .acid sequence of NOV8 was found to have 288 of 362 amino acid residues (79%) 
identical to, and 306 of 362 amino acid residues (84%) similar to, the 370 amino acid residue 
5 -HYDROXYTRYFr AMINE 5B RECEPTOR (5-HT-5B) (SEROTONIN RECEPTOR) 
20 protein from Mus musculus (ACC:P31387) (E = 2.8e 144 ). 

NOV8 has homology to the proteins shown in the BLASTP data in Table 8C. 



Table 8C. BLAST results for NOV8 




Gene Index/ 
Identifier 


Protein/Organism 


Length 
(aa) 


Identity 
(%) 


Positives 
(%) 


Expect 


5H5B__RAT 


5- 

hydroxytryptamin 
e 5b receptor 
(5-ht-5b) 
(serotonin re 
ceptor) mr22) 
[Rattus 
norvegicus] 


370 


271/383 
(71%) 


292/383, 
(76%) 


le- 
145 
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5H5BJMOUSB 


5- 

hydroxytryptamin 
e 5b receptor 
(5-ht-5b) 
(serotonin recep 
tor) 

[Mus musculus] 


370 


273/383 
(71%) 


293/383, 
(77%) 


le- 
145 


5H5A__HUMAN 


5- 

hy dr oxyt ryp t amin 
e 5a receptor 
(5-ht-5a) 
(serotonin recep 
tor) (5-ht-5) 
[Homo sapiens] 


357 


210/346 
(61%) 


244/346, 
(71%) 


le- 
106 


5H5A__RAT 


5- 

hydroxyt ryp t amin 
e 5a receptor 

(5-ht-5a) 

(serotonin re 
ceptor) (recl7) 

[Rattus 
norvegicus] 


357 


195/308 
(63%) 


229/308, 
(74%) 


le- 
102 


5H5A__MOUSE 


5 - /. 

hydroxytryptamin 
e 5a receptor 
(5-ht-5a) 
(serotonin recep 
tor) (5-ht-5) 
[Mus mus cuius] 


357 


195/308 
(63%) 


228/308, 
(74%) 


le- 
101 



A multiple sequence alignment is given in Table 8D, with the NOV8 protein being 
shown on line 1 in Table 8D in a ClustalW analysis, and comparing the NOV8 protein with 
the related protein sequences shown in Table 8C. This BLASTP data is displayed graphically 
5 in the ClustalW in Table 8D. 

Table 8D. ClustalW Analysis of NOV8 

1. >NOV8;SEQIDNO:30 

2. >5H5B_RAT/ 5-hydroxytryptamine 5b receptor [Rattus norvegicus]; SEQ ID NO:56 

3. >5H5B_MOUSE/ 5-hydroxytryptamine 5b receptor [Mus musculus]; SEQ ID NO:57 
10 4. >5H5A_HUMAN/ 5>hydVoxytryptamine 5a recptor [Homo sapiens]; SEQ ID NO:58 

5. >5H5A_RAT/ 5-hydroxytryptamine 5a receptor [Rattus norvegicus]; SEQ ID NO:59 

6. >5H5 AJMOUSE/ 5-hy<froxytryptamine 5a receptor [Mus musculus]; SEQ ID NO:60 
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NOV8 

5H5B__RAT 
5H5B_M0TTSE 
5H5A_EDMAN 
5H5A_RAT 
5H5A MOUSE 



NOV8 
5H5B__RAT 
5H5BMOUSB 
5H5A HUMAN 




61 
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5H5A HOUSE 
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95 
95 



NOV8 Pg 




5H5B_RAT 


LS 




5H5BJKOUSE 


LS 


LVgSLS 


5H5A_HUMAN 


LS 


LVgELS 


5H5ARAT 


LS 


lvSels 


5H5AMO0SE 


LS 





H0V8 

5H5BJRAT 

5H5B_MOUSE 

5H5A_HUMAN 

5H5ARAT 

5H5A MOUSE 



NOV8 

5H5BJRAT 

5H5BMOUSE 

5H5AH0MAN 

5H5AJRAT 

5H5A MOOSE 




230 



240 





370 



380 



NOV8 

5H5BRAT 

5H5BJMQUSE 

5H5A_HUMAN 

5H5A_RAT 

5H5A MOUSE 




The presence of identifiable domains in the protein disclosed herein was determined by 
searches using algorithms such as Pfam. Table 8E lists the domain description from 
DOMAIN analysis results against NOV8. 



Table 8E Domain Analysis of NOV8 


Model 


Range 


Score 
(bits) 


E value 


7tm_l, 7 

t r ansmembr ane 

receptor 

(rhodopsin 

family) 


83-361 


120 


le-28 
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The presence of protein regions in NOV8 that are homologous to a leucine-rich repeat 
domain is consistent with the identification of NOV8 protein as a 5-Hydroxytryptatnine 
receptor -like protein. This indicates that the NOV8 sequence has properties similar to those 
of other proteins known to contain these domains. 
5 The domain and protein similarity information for the invention suggests that this gene 

may function as "5-Hydroxytryptamine receptor". As such, the NOV8 protein of the invention 
may function in Seizures, Alzheimer disease, sleep, appetite, thermoregulation, pain 
perception, hormone secretion, and sexual behavior, mental depression, migraine, epilepsy, 
obsessive-compulsive Behavior (schizophrenia), and affective disorder. 

10 The nucleic acids and proteins of the invention are useful in potential therapeutic 

applications implicated in various pathologies/disorders described Potential therapeutic uses 
for the invention includes, for example; protein therapeutic, small molecule drug target, 
antibody target (Therapeutic, Diagnostic, Drug targetmg/Cytotoxic antibody), diagnostic 
and/or prognostic marker, gene therapy (gene delivery/gene ablation), research tools, tissue 

1 5 regeneration in vitro and in vivo (regeneration for all these tissues and cell types composing 
these tissues and cell types derived from these tissues). 

NOV8 nucleic acids and polypeptides are further useful in the generation of antibodies 
that bind immunospecifically to the novel substances of the invention for use in therapeutic or 
diagnostic methods. These antibodies may be generated according to methods known in the 

20 art, using prediction from hydrophobicity charts, as described in the "Anti-NOVX Antibodies" 
section below. The disclosed NOV8 protein has multiple hydrophilic regions, each of which 
can be used as an immunogen. In one embodiment, a contemplated NOV8 epitope is from 
about amino acids 20 to 50. In another embodiment, a NOV8 epitope is from about amino 
acids 120 to 140. In additional embodiments, a NOV8 epitope is from about amino acids 160 

25 to 180, from about amino acids 200 to 240, from about amino acids 245 to 280, from about 
290 to 325, and from about amino acids 350 to 375. These novel proteins can be used in assay 
systems for functional analysis of various human disorders, which are useful in understanding 
of pathology of the disease and development of new drug targets for various disorders. 

30 NOV9 

A disclosed NOV9 nucleic acid (also referred to as AC013554_dal) of 620 nucleotides 
(SEQ ID NO: 31) encoding a novel Thioredoxin-like protein is shown in Table 9A. An open 
reading frame was identified beginning with an ATG initiation codon at nucleotides 282-284 
and ending with a TGA codon at nucleotides 618-620. Untranslated regions upstream from 
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the initiation codon and downstream from the tennination codon are underlined in Table 9A. 
The start and stop codons are in bold letters. 



Table 9A. NOV9 Nucleotide Sequence (SEQ ID NO:31) 

TGTAAAACMGACC&CK^AC^ 
ACflTTCCCAAGTCTCCAA^^ 

CACCCAAGGAGATTGACATCCCCAAGTCCCCAGAA£^ 
TOGAAGAAGCCACCCC^ 

ACAAGGTGAAAGTGATCCTGAGCAAGGAGGACTTTG^ 
TGGACCTCTCGGCCACGTGGTGTGGGC^ 
AGGATGTGGTGTTCCTGGAGGTGGAOXn^ 
CAA(XTTTCAGTTTTATAAAAAAGAAGAAAAGGTGGA 

TCATTGCAGAATTAAAGTAA 

5 Variant sequences of NOV9 are included in Example 2, Table 55. A variant sequence 

can include a single nucleotide polymorphism (SNP). A SNP can, in some instances, be 
referred to as a "cSNP" to denote that the nucleotide sequence containing the SNP originates 
as a cDNA. 

In a search of public sequence databases, the NOV9 nucleic acid sequence, located on 
10 the p31 region of chromosome 2 has 812 of 1089 bases 74%) identical to a 5-HT5B serotonin 
receptor mRNA from Mus musculus (GENBANK-ID: X69867) (E = 1.8e" 115 ). Public 
nucleotide databases include all GenBank databases and the GeneSeq patent database. 

The NOV9 protein (SEQ ID NO:32) encoded by SEQ ID NO:3 1 is 1 12 amino acid 
residues in length, has a molecular weight of 12746.6 Daltons, and is presented using the ono 
1 5 letter amino acid code in Table 9B. The Psort profile for NOV9 predicts that this sequence 
has a signal sequence and is likely to be localized in the cytoplasm with a certainty of 0.6500. 



Table 9B. Encoded NOV9 protein sequence (SEQ ID NO:32) 

MEFPEX^K\nCVILSKEDFETSLKRAGER^ 

RECAIMCVPTFQFYKKEEKVDELCGRIiKBKLEAVIAELK 

In a BLAST search of public sequence databases, it was found, for example, that the 
20 full amino acid sequence of NOV9 was found to have 65 of 103 amino acid residues (63%) 
identical to, and 80 of 103 amino acid.residues (77%) similar to, the 105 amino acid residue 
TfflOREDOXIN - Equus caballus (ACC: 097508) (E = 3.2e^) and 63 of 103 amino acid 
residues (61%) identical to, and 80 of 103 amino acid residues (77%) similar to, the 104 amino 
acid residue TfflOREDOXIN (ATL-DERIVED FACTOR) (ADF) (SURFACE 
25 ASSOCIATED SULPHYDRYL PROTEIN) (SASP) - Homo sapiens (ACC: P10599) (E = 
2.2e 31 ). 
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NOV9 has homology to the proteins shown in the BLASTP data in Table 9C. 



Table 9C. BLAST results for NOV9 




. Gene Index/ 
Identifier 


Protein/ Organism 


Length 
(aa) 


Identity 
{%) 


Positives 
(%) 


Expect 


097508 


Thioredoxin 
[Equus caballue] 


105 


65/103 
(63%) 


80/103, 
(78%) 


le-33 


THlO_SHEBP 


Thioredoxin 
[Ovis aries] 


104 


65/103 
(63%) 


80/103, 
(78%) 


2e-33 


THIO__BOVIN 


Thioredoxin 
[Bos taurus] 


104 


65/103 
(63%) 


80/103, 
(78%) 


3e-33 


THIO_MACMU 


Thioredoxin 
[Macaca mulatta] 


104 


64/103 
(62%) 


81/103, 
(79%) 


4e-33 


THIO_RAT 


Thioredoxin 

[RattXiB 

norvegicus] 


104 


63/102 
(62%) 


80/102, 
(78%) 


5e-33 



A multiple sequence alignment is given in Table 9D, with the NOV9 protein being 
5 shown on line 1 in Table 9D in a ClustalW analysis, and comparing the NOV9 protein with 
the related protein sequences shown in Table 9C. This BLASTP data is displayed graphically 
in the ClustalW in Table 9D. 

Table 9D. ClustalW Analysis of NOV9 



10 



15 



20 



25 



30 



1. >NOV9; SEQ ID NO:32 

2. >O97508/ Thioredoxin [Equus caballus]; SEQ ID NO:61 

3. >TfflO_SHEEP/ Thioredoxin [Ovis aries]; SEQ ID NO:62 

4. >TffiO JBOVEM/ Thioredoxin [Bos taurus]; SEQ ID NO:63 

5. >THIO_MACMU/ Thioredoxin [Macaca mulatta]; SEQ ID NO:64 

6. >THIOJRAT/ Thioredoxin [Rattus norvegicus]; SEQ ID NO:65 



NOV9 
097508 
THIO SHEBP 
THIOJBOVIN 
THIO_MACMU 
THIO RAT 



NOV9 
097508 
THIO SHEEP 
THIO_BOVIN 
THIO_MACMU 
THIO RAT 
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The presence of identifiable domains in tbe protein disclosed herein was determined by . 
searches using algorithms such as Pfam. Table 9E lists the domain description from 
DOMAIN analysis results against NOV9. 



Table 9E Domain Analysis of NC 


>V9 


Model 


Range 


Score 
(bits) 


E value 


Thioredoxin 


7-110 


89.4 


le-19 



The presence of protein regions in NOV9 that are homologous to a leucine-rich repeat 
domain is consistent with the identification of NOV9 protein as a Thioredoxin-like protein. 
This indicates that the NOV9 sequence has properties similar to those of other proteins known 

10 to contain these domains. 

The domain and protein similarity information for the invention suggests that this gene 
may function as "Thioredoxin". As such, the ; NOV9 protein of the invention may function in 
Inflamation, Autoimmune disorders, Aging Jnd Cancer or other thioredoxin related disorders. 
The nucleic acids and proteins of the invention are useful in potential therapeutic 

1 5 applications implicated in various pathologies/disorders described. Potential therapeutic uses 
for the invention includes, for example; protein therapeutic, small molecule drug target, 
antibody target (Therapeutic, Diagnostic, Drug targeting/Cytotoxic antibody), diagnostic 
and/or prognostic marker, gene therapy (gene delivery/gene ablation), research tools, tissue 
regeneration in vitro and in vivo (regeneration for all these tissues and cell types composing 

20 these tissues and cell types derived from these tissues). 

NOV9 nucleic acids and polypeptides are further useful in the generation of antibodies 
that bind immunospecifically to the novel substances of the invention for use in therapeutic or 
diagnostic methods. These antibodies may be generated according to methods known in the 
art, using prediction from hydrophobicity charts, as described in the "Anti-NOVX Antibodies" 

25 section below. The disclosed NOV9 protein has multiple hydrophilic regions, each of which 
can be used as an immunogen. These novel proteins can be used in assay systems for 
functional analysis of various human disorders, which are useful in understanding of 
pathology of the disease and development of new drug targets for various disorders. 

30 TABLE 10. Sequences and Corresponding SEQ ID Numbers 



NOVX 


Internal Identification 


SEQ ID NO 
(nucleic acid) 


SEQIDNO 
(polypeptide) 


Homology ! 


la 


sggc_draf t_d j 8 8 lpl9_2 0 
000725; 


i 


2 


Wnt-like 
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sggc_draf t_dj 881pl9_20 
000725-a; 

X56842_dal__CG55702-01 






| 


lb 


GM_AL136379_A 


3 


4 


Wnt-like 1 


lc 


CG55702-04 


5 


6 


Wnt-like | 


2a 


30370359_dal 


7 


8 


Zinc transporter- 
like 


2b 


CG57799-01 


9 


10 


Zinc transporter- 
like 


2c 


CG57799-02 


11 


12 


Zinc transporter- 
like 


3a 


SC12 6413398 


13 


14 


Mi t sugumin2 9-1 ike 


3b 


CG55861-02 


15 


16 


Mi t sugumin2 9-1 ike 


4a 


20760813.0.1. 


17 


18 


Slit-3-like 


4b 


CG51514-05 


19 


20 


Slit-3-like 


5a 


133783508ext 


21 


22 


LRR/GPCR-like 


5b 


BE304119ext 


23 


24 


LRR/GPCR-like 


6 


j gigc_ draf t_ci tb- 
el_2540bl5_20000803 


25 


26 


Major 

hi s tocompa tabi 1 i ty\ 
complex enhancer 
protein MAD3-like 


1 


GMAP001948_A 


27 


28 


Inter leukin 9 -like 


8 


SC129285515_A 


29 


30 


5- 

Hydroxytryptamine 
receptor- like 


9 


AC013554_dal 


31 


32 


Thioredoxin- like 



NOVX Nucleic Acids and Polypeptides 

One aspect of the invention pertains to isolated nucleic acid molecules that encode 
5 NOVX polypeptides or biologically active portions thereof. Also included in the invention are 
nucleic acid fragments sufficient for use as hybridization probes to identify NOVX-encoding 
nucleic acids (e.g, NOVX mRNAs) and fragments for use as PCR primers for the 
ampHfication and/or mutation of NOVX nucleic acid molecules. As used herein, the term 
"nucleic acid molecule" is intended to include DNA molecules (e.g., cDNA or genomic 
10 DNA), RNA molecules (e.g. , mRNA), analogs of the DNA or RNA generated using 
nucleotide analogs, and derivatives, fragments and homologs thereof. The nucleic acid 
molecule may be single-stranded or double-stranded, but preferably is comprised double- 
stranded DNA. 
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An NOVX nucleic acid can encode a mature NOVX polypeptide. As used herein, a 
"mature" form of a polypeptide or protein disclosed in the present invention is the product of a 
naturally occurring polypeptide or precursor form or proprotein. The naturally occurring 
polypeptide, precursor or proprotein includes, by way of nonlimiting example, the foil-length 
5 gene product, encoded by the corresponding gene. Alternatively, it may be defined as the 
polypeptide, precursor or proprotein encoded by an ORF described herein. The product 
"mature" form arises, again by way of nonlimiting example, as a result of one or more 
naturally occurring processing steps as they may take place within the cell, or host cell, in 
which the gene product arises. Examples of such processing steps leading to a "mature" form 
10 of a polypeptide or protein include the cleavage of the N-terminal methionine residue encoded 
by the initiation codon of an ORF, or the proteolytic cleavage of a signal peptide or leader 
sequence. Thus a mature form arising from a precursor polypeptide or protein that has 
residues 1 to N, where residue 1 is the N-terminal methionine, would have residues 2 through 
N remaining after removal of the N-terminal methionine. Alternatively, a mature form arising 
15 from a precursor polypeptide or protein having residues 1 to N, in which an N-terminal signal 
sequence from residue 1 to residue M is cleaved, would have the residues from residue M+l to 
residue N remaining. Further as used herein, a "mature" form of a polypeptide or protein may 
arise from a step of post-translational modification other than a proteolytic cleavage event 
Such additional processes include, by way of non-limiting example, glycosylation, 
20 myristoylation or phosphorylation. In general, a mature polypeptide or protein may result 
from the operation of only one of these processes, or a combination of any of them. 

The term "probes", as utilized herein, refers to nucleic acid sequences of variable 
length, preferably between at least about 10 nucleotides (nt), 100 nt, or as many as 
approximately, e.g., 6,000 nt, depending upon the specific use. Probes are used in the 
25 detection of identical, similar, or complementary nucleic acid sequences. Longer length 

probes are generally obtained from a natural or recombinant source, are highly specific, and 
much slower to hybridize than shorter-length oligomer probes. Probes may be single- or 
doublfr-stranded and designed to have specificity in PCR, membrane-based hybridization 
technologies, or ELISA-like technologies. 
30 The term "isolated" nucleic acid molecule, as utilized herein, is one, which is separated 

from other nucleic acid molecules which are present in the natural source of the nucleic acid. 
Preferably, an "isolated" nucleic acid is free of sequences which naturally flank the nucleic 
acid (z.e., sequences located at the 5 1 - and 3'-temiini of the nucleic acid) in the genomic DNA 
of the organism from which the nucleic acid is derived. For example, in various embodiments, 
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the isolated NOVX nucleic acid molecules can contain less than about 5 kb, 4 kb, 3 kb, 2 kb, 1 
kb, 0.5 kb or 0.1 kb of nucleotide sequences which naturally flank the nucleic acid molecule in 
genomic DNA of the cell/tissue from which the nucleic acid is derived (e.g., brain, heart, liver, 
spleen, etc.). Moreover, an "isolated" nucleic acid molecule, such as a cDNA molecule, can 
5 be substantially free of other cellular material or culture medium when produced by 
recombinant techniques, or of chemical precursors or other chemicals when chemically 
synthesized. 

A nucleic acid molecule of the invention, e.g., anucleic acid molecule having the 
nucleotide sequence SEQ ID NOS: 1, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, 23, 25, 27, 29, 31 or a 

10 complement of this aforementioned nucleotide sequence, can be isolated using standard 
molecular biology techniques and the sequence information provided herein. Using all or a 
portion of the nucleic acid sequence of SEQ ID NOS: 1, 3, 5, 7, 9, 1 1, 13, 15, 17, 19, 21, 23, 
25, 27, 29, or 3 1 as a hybridization probe, NOVX molecules can be isolated using standard 
hybridization and cloning techniques (e.g., as described in Sambiook, et a/., (eds.), 

15 Molecular Cloning: A Laboratory Manual 2 nd Ed., Cold Spring Harbor Laboratory 
Press, Cold Spring Harbor, NY, 1989; and Ausubel, et aL 9 (eds.), Current Protocols in 
Molecular Biolqgy, John Wiley & Sons, New Yoik, NY, 1993.) 

A nucleic acid of the invention can be amplified using cDNA, mRNA or alternatively, 
genomic DNA, as a template and appropriate oligonucleotide primers according to standard 

20 PCR amplification techniques. The nucleic acid so amplified can be cloned into an 
appropriate vector and characterized by DNA sequence analysis. Furthermore, 
oligonucleotides corresponding to NOVX nucleotide sequences can be prepared by standard 
synthetic techniques, using an automated DNA synthesizer. 

As used herein, the tenn "oligonucleotide" refers to a series of linked nucleotide 

25 residues, which oligonucleotide has a sufficient number of nucleotide bases to be used in a 
PCR reaction. A short oligonucleotide sequence may be based on, or designed from, a 
genomic or cDNA sequence and is used to amplify, confirm, or reveal the presence of an 
identical, similar or complementary DNA or RNA in a particular cell or tissue. 
Oligonucleotides comprise portions of a nucleic acid sequence having about 10 nt, 50 nt, or 

30 100 nt in length, preferably about 15 nt to 30 nt in length. In one embodiment of the 

invention, an oligonucleotide comprising a nucleic acid molecule less than 100 nt in length 
would further comprise at least 6 contiguous nucleotides SEQ ID NOS: 1, 3, 5, 7, 9, 11,13, 
15, 17, 19, 21, 23, 25, 27, 29, and 31, or a complement thereof. Oligonucleotides maybe 
chemically synthesized and may also be used as probes. 
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In another embodiment, an isolated nucleic acid molecule of the invention comprises a 
nucleic acid molecule that is a complement of the nucleotide sequence shown in SEQ ID NOS: 
1, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, 23, 25, 27, 29, and 31, or a portion of this nucleotide 
sequence (e.g., a fragment that can be used as a probe or primer or a fragment encoding a 

5 biologically-active portion of an NOVX polypeptide). A nucleic acid molecule that is 

complementary to me nucleotide sequence shown SEQ ID NOS: 1, 3, 5,7,9, 11, 13, 15, 17, 
19, 21 , 23, 25, 27, 29 or 3 1 is one that is sufficiently complementary to the nucleotide 
sequence shown SEQ ID NOS: 1, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, 23, 25, 27, 29 or 31 that it 
can hydrogen bond with little or no mismatches to the nucleotide sequence shown SEQ ID 

10 NOS: 1, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, 23, 25, 27, 29, and 31, thereby forming a stable 
duplex. 

As used herein, the term "complementary" refers to Watson-Crick or Hoogsteen base 
pairing between nucleotides units of a nucleic acid molecule, and the term "binding" means 
the physical or chemical interaction between two polypeptides or compounds or associated 

15 polypeptides or compounds or combinations thereof. Binding includes ionic, non-ionic, van 
der Waals, hydrophobic interactions, and the like. A physical interaction can be either direct 
or indirect. Indirect interactions may be through or due to the effects of another polypeptide or 
compound. Direct binding refers to interactions that do not take place through, or due to, the 
effect of another polypeptide or compound, but instead are without other substantial chemical 

20 intermediates. 

Fragments provided herein are defined as sequences of at least 6 (contiguous) nucleic 
acids or at least 4 (contiguous) amino acids, a length sufficient to allow for specific 
hybridization in the case of nucleic acids or for specific recognition of an epitope in the case of 
amino acids, respectively, and are at most some portion less than a full length sequence. 

25 Fragments may be derived from any contiguous portion of a nucleic acid or amino acid 

sequence of choice. Derivatives are nucleic acid sequences or amino acid sequences formed 
from the native compounds either directly or by modification or partial substitution. Analogs 
are nucleic acid sequences or amino acid sequences that have a structure similar to, but not 
identical to, the native compound but differs from it in respect to certain components or side 

30 chains. Analogs may be synthetic or from a different evolutionary origin and may have a 
similar or opposite metabolic activity compared to wild type. Homologs are nucleic acid 
sequences or amino acid sequences of a particular gene that are derived from different species. 

Derivatives and analogs may be full length or other than full length, if the derivative or 
analog contains a modified nucleic acid or amino acid, as described below. Derivatives or 
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analogs of the nucleic acids or proteins of the invention include, but are not limited to, 
molecules comprising regions that are substantially homologous to the nucleic acids or 
proteins of the invention, in various embodiments, by at least about 70%, 80%, or 95% 
identity (with a preferred identity of 80-95%) over a nucleic acid or amino acid sequence of 
5 identical size or when compared to an aligned sequence in which the alignment is done by a 
computer homology program known in the art, or whose encoding nucleic acid is capable of 
hybridizing to the complement of a sequence encoding the aforementioned proteins under 
stringent, moderately stringent, or low stringent conditions. See e.g. Ausubel, et aL, Current 
Protocols in MolecularBiology, John Wiley & Sons, New York, NY, 1993, and below. 

10 A "homologous nucleic acid sequence" or "homologous amino acid sequence," or 

variations thereof, refer to sequences characterized by a homology at the nucleotide level or 
amino acid level as discussed above. Homologous nucleotide sequences encode those 
sequences coding for isoforms of NOVX polypeptides. Isoforms can be expressed in different 
tissues of the same organism as a result of, for example, alternative splicing of RNA. 

15 Alternatively, isoforms can be encoded by different genes. In the invention, homologous 
nucleotide sequences include nucleotide sequences encoding for an NOVX polypeptide of 
species other than humans, including, but not limited to: vertebrates, and thus can include, e.g., 
frog, mouse, rat, rabbit, dog, cat cow, horse, and other organisms. Homologous nucleotide 
sequences also include, but are not limited to, naturally occurring allelic variations and 

20 mutations of the nucleotide sequences set forth herein. A homologous nucleotide sequence 
does not, however, include the exact nucleotide sequence encoding human NOVX protein. 
Homologous nucleic acid sequences include those nucleic acid sequences that encode 
conservative amino acid substitutions (see below) in SEQ ID NOS: 1, 3, 5, 7, 9, 1 1, 13, 15, 17, 
19, 21, 23, 25, 27, 29, and 31, as well as a polypeptide possessing NOVX biological activity. 

25 Various biological activities of the NOVX proteins are described below. 

An NOVX polypeptide is encoded by the open reading frame ("ORF") of an NOVX 
nucleic acid. An ORF corresponds to a nucleotide sequence that could potentially be translated 
into a polypeptide. A stretch of nucleic acids comprising an ORF is uninterrupted by a stop 
codon. An ORF that represents the coding sequence for a full protein begins with an ATG 

30 "start" codon and terminates with one of the three "stop" codons, namely, TAA, TAG, or 

TGA For the purposes of this invention, an ORF may be any part of a coding sequence, with 
or without a start codon, a stop codon, or both. For an ORF to be considered as a good 
candidate for coding for a bona fide cellular protein, a minimum size requirement is often set, 
e.g., a stretch of DNA that would encode a protein of 50 amino acids or more. 
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The nucleotide sequences determined from the cloning of the human NOVX genes 

allows for the generation of probes and primers designed for use in identifying and/or cloning 

NOVX homologues in other cell types, e.g. from other tissues, as well as NOVX homologues 

from other vertebrates. The probe/primer typically comprises substantially purified 

5 oligonucleotide. The oligonucleotide typically comprises a region of nucleotide sequence that 

hybridizes under stringent conditions to at least about 12, 25, 50, 100, 150, 200, 250, 300, 350 

or 400 consecutive sense strand nucleotide sequence SEQ ID NOS: 1, 3, 5, 7, 9, 1 1, 13, 15, 17, 

19, 21, 23, 25, 27, 29 or 31; or an anti-sense strand nucleotide sequence of SEQ ID NOS: 1, 3, 

5, 7, 9, 11, 13, 15, 17, 19, 21, 23, 25, 27, 29, 31; or of a naturally occurring mutant of SEQ ID 

10 NOS: 1, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, 23, 25, 27, 29, and 31. 

Probes based on the human NOVX nucleotide sequences can be used to detect 
transcripts or genomic sequences encoding the same or homologous proteins. In various 
embodiments, the probe further comprises a label group attached thereto, e.g. the label group 
can be a radioisotope, a fluorescent compound, an enzyme, or an enzyme co-factor. Such 

1 5 probes can be used as a part of a diagnostic test kit for identifying cells or tissues which mis- 
express an NOVX protein, such as by measuring a level of an NOVX-encoding nucleic acid in 
a sample of cells ftom a subject e.g., detecting NOVX mRNA levels or determining whether a 
genomic NOVX gene has been mutated or deleted. 

"A polypeptide having a biologically-active portion of an NOVX polypeptide" refers 

20 to polypeptides exhibiting activity similar, but not necessarily identical to, an activity of a 
polypeptide of the invention, including mature forms, as measured in a particular biological 
assay, with or without dose dependency. A nucleic acid fragment encoding a "biologically- 
active portion of NOVX" can be prepared by isolating a portion SEQ ID NOS: 1, 3, 5, 7, 9, 1 1, 
13, 15, 17, 19, 21, 23, 25, 27, 29, or 31 that encodes apolypeptide having an NOVX 

25 biological activity (the biological activities of the NOVX proteins are described below), 

expressing the encoded portion of NOVX protein (e.g. , by recombinant expression in vitro) 
and assessing the activity of the encoded portion of NOVX. 

NOVX Nucleic Acid and Polypeptide Variants 

The invention further encompasses nucleic acid molecules that differ from the 
30 nucleotide sequences shown in SEQ ID NOS: 1, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, 23, 25, 27, 
29, and 31 due to degeneracy of the genetic code and thus encode the same NOVX proteins as 
that encoded by the nucleotide sequences shown in SEQ ID NOS: 1, 3, 5, 7, 9, 1 1, 13, 15, 17, 
19 21, 23,25, 27, 29, and 3 1 . In another embodiment, an isolated nucleic acid molecule of the 
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invention has a nucleotide sequence encoding a protein having an amino acid sequence shown 
in SEQ ID NOS: 2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 28, 30, and 32. 

In addition to the human NOVX nucleotide sequences shown in SEQ ID NOS: 1, 3, 5, 
7, 9, 1 1, 13, 15, 17, 19, 21, 23, 25, 27, 29, and 31, it will he appreciated by those skilled in the 
5 art that DNA sequence polymorphisms that lead to changes in the amino acid sequences of the 
NOVX polypeptides may exist within a population (eg., the human population). Such genetic 
polymorphism in the NOVX genes may exist among individuals within a population due to 
natural allelic variation. As used herein, the terms "gene" and "recombinant gene" refer to 
nucleic acid molecules comprising an open reading frame (ORF) encoding an NOVX protein, 

1 0 preferably a vertebrate NOVX protein. Such natural allelic variations can typically result in 
1-5% variance in the nucleotide sequence of the NOVX genes. Any and all such nucleotide 
variations and resulting amino acid polymorphisms in the NOVX polypeptides, which are the 
result of natural allelic variation and that do not alter the functional activity of the NOVX 
polypeptides, are intended to be within the scope of the invention. 

1 5 Moreover, nucleic acid molecules encoding NOVX proteins from other species, and 

thus that have a nucleotide sequence that differs from the human SEQ ID NOS: 1, 3, 5, 7, 9, 
1 1, 13, 15, 17, 19, 21, 23, 25, 27, 29, and 3 1 are intended to be within the scope of the 
invention. Nucleic acid molecules corresponding to natural allelic variants and homologues of 
the NOVX cDNAs of the invention can be isolated based on their homology to the human 

20 NOVX nucleic acids disclosed herein using the human cDNAs, or a portion thereof as a 
hybridization probe according to standard hybridization techniques under stringent 
hybridization conditions. 

Accordingly, in another embodiment, an isolated nucleic acid molecule of the 
invention is at least 6 nucleotides in length and hybridizes under stringent conditions to the 

25 nucleic acid molecule comprising the nucleotide sequence of SEQ ID NOS: 1, 3, 5, 7, 9, 1 1, 
13, 15, 17, 21, 23, 25, 27, 29, and 31 . In another embodiment, the nucleic acid is at least 10, 
25, 50, 100, 250, 500, 750, 1000, 1500, or 2000 or more nucleotides in length. In yet another 
embodiment, an isolated nucleic acid molecule of the invention hybridizes to the coding 
region. As used herein, the term "hybridizes under stringent conditions" is intended to 

30 describe conditions for hybridization and washing under which nucleotide sequences at least 
60% homologous to each other typically remain hybridized to each other. 

Homologs (i.e„ nucleic acids encoding NOVX proteins derived from species other 
than human) or other related sequences (e.g. 9 paralogs) can be obtained by low, moderate or 
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high stringency hybridization with all or a portion of the particular human sequence as a probe 

using methods well known in the art for nucleic acid hybridization and cloning. 

As used herein, the phrase "stringent hybridization conditions" refers to conditions 

under which a probe, primer or oligonucleotide will hybridize to its target sequence, but to no 

5 other sequences. Stringent conditions are sequence-dependent and will be different in 

different circumstances. Longer sequences hybridize specifically at higher temperatures than 

shorter sequences. Generally, stringent conditions are selected to be about 5 °C lower than the 

thermal melting point (Tm) for the specific sequence at a defined ionic strength and pH. The 

Tm is the temperature (under defined ionic strength, pH and nucleic acid concentration) at 

10 which 50% of the probes complementary to the target sequence hybridize to the target 

sequence at equilibrium. Since the target sequences are generally present at excess, at Tm, 
50% of the probes are occupied at equilibrium. Typically, stringent conditions will be those in 
which the salt concentration is less than about 1.0 M sodium ion, typically about 0.01 to 1.0 M 
sodium ion (or other salts) at 

15 pH 7.0 to 8.3 and the temperature is at least about 30°C for short probes, primers or 

oligonucleotides 10 nt to 50 nt) and at least about 60°C for longer probes, primers and 
oligonucleotides. Stringent conditions may also be achieved with the addition of destabilizing 
agents, such as formamide. 

Stringent conditions are known to those skilled in the art and can be found in Ausubel, 

20 et ah, (eds.)> CurrentProtocols in Molecular Biology, John Wiley & Sons, N.Y. 
(1989), 63.1-6.3.6. Preferably, the conditions are such that sequences at least about 65%, 
70%, 75%, 85%, 90%, 95%, 98%, or 99% homologous to each other typically remain 
hybridized to each other. A non-limiting example of stringent hybridization conditions are 
hybridization in a high salt buffer comprising 6X SSC, 50 mM Tris-HCl (pH 7.5), 1 mM 

25 EDTA, 0.02% PVP, 0.02% Ficoll, 0.02% BSA, and 500 mg/ml denatured salmon sperm DNA 
at 65°C, followed by one or more washes in 0.2X SSC, 0.01% BSA at 50°C. An isolated 
nucleic acid molecule of the invention that hybridizes undo: stringent conditions to the 
sequences SEQ ID NOS: 1, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, 23, 25, 27, 29, and 31, 
corresponds to a naturally-occurring nucleic acid molecule. As used herein, a 

30 "naturally-occurring" nucleic acid molecule refers to an RNA or DNA molecule having a 
nucleotide sequence that occurs in nature (e.g., encodes a natural protein). 

In a second embodiment, a nucleic acid sequence that is hybridizable to the nucleic 
acid molecule comprising the nucleotide sequence of SEQ ID NOS: 1, 3, 5, 7, 9, 11, 13, 15,17, 
19, 21, 23, 25, 27, 29, and 31, or fragments, analogs or derivatives thereof, under conditions 
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of moderate stringency is provided. A non-limiting example of moderate stringency 
hybridization conditions axe hybridization in 6X SSC, 5X Denhardt's solution, 0.5% SDS and 
100 mg/ml denatured salmon sperm DNA at 55°C, followed by one or more washes in 
IX SSC, 0. 1 % SDS at 37°C. Other conditions of moderate stringency that may be used are 
5 well-known within the art. See, e.g., Ausubel, et al (eds.), 1993, Current Protocols m 
Molecular Biology, John Wiley & Sons, NY, and Kriegler, 1990; Gene Transfer and 
Expression, A Laboratory Manual, Stockton Press, NY. 

In a third embodiment, a nucleic acid that is hybridizable to the nucleic acid molecule 
comprising the nucleotide sequences SEQ ID NOS: 1, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, 23, 25, 

10 27, 29, and 31, or fragments, analogs or derivatives thereof under conditions of low 

stringency, is provided- A non-limiting example of low stringency hybridization conditions 
are hybridization in 35% formamide, 5X SSC, 50 mM Tris-HCl (pH 7.5), 5 mM EDTA, 
0.02% PVP, 0.02% Ficoll, 0.2% BSA, 100 mg/ml denatured salmon sperm DNA, 10% 
(wt/vol) dextran sulfate at 40°C, followed by one or more washes in 2X SSC, 25 mM Tris-HCl 

15 (pH 7.4), 5 mM EDTA, and 0.1% SDS at 50°C. Other conditions of low stringency that may 
be used are well known in the art (e.#., as employed for cross-species hybridizations). See, 
e.g., Ausubel, et al (eds.), 1993, Current Protocols in Molecular Biology, John Wiley 
& Sons, NY, and Kriegler, 1990, Gene Transfer and Expression, A Laboratory 
Manual, Stockton Press, NY; Shilo and Weinberg, 1981. Proc Natl Acad Sci USA 78: 

20 6789-6792. 

Conservative Mutations 

In addition to naturaUy-occurring allelic variants of NOVX sequences that may exist in 
the population, the skilled artisan will further appreciate that changes can be introduced by 

25 mutation into the nucleotide sequences SEQ ID NOS: 1, 3, 5, 7, 9, 1 1, 13, 15, 17, 19, 21, 23, 
25, 27, 29, and 31, thereby leading to changes in the amino acid sequences of the encoded 
NOVX proteins, without altering the functional ability of said NOVX proteins. For example, 
nucleotide substitutions leading to amino acid substitutions at "non-essential" amino acid 
residues can be made in the sequence SEQ ID NOS: 2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 

30 26, 28, 30, and 32. A "non-essential" amino acid residue is a residue that can be altered from 
the wild-type sequences of the NOVX proteins without altering their biological activity, 
whereas an "essential" amino acid residue is required for such biological activity. For 
example, amino acid residues that are conserved among the NOVX proteins of the invention 
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are predicted to be particularly non-amenable to alteration. Amino acids for which 
conservative substitutions can be made are well-known within the art 

Another aspect of the invention pertains to nucleic acid molecules encoding NOVX 
proteins that contain changes in amino acid residues that are not essential for activity. Such 
5 NOVX proteins differ in amino acid sequence from SEQ ID NOS: 2, 4, 6, 8, 10, 12, 14, 16, 
18, 20, 22, 24, 26, 28, 30 or 32 yet retain biological activity. In one embodiment, the isolated 
nucleic acid molecule comprises a nucleotide sequence encoding a protein, wherein the protein 
comprises an amino acid sequence at least about 45% homologous to the amino acid 
sequences SEQ ID NOS: 2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 28, 30 or 32. Preferably, 

10 the protein encoded by the nucleic acid molecule is at least about 60% homologous to SEQ ID 
NOS: 2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 28, 30 or 32; more preferably at least about 
70% homologous SEQ ID NOS: 2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 28, 30, and 32; 
still more preferably at least about 80% homologous to SEQ ID NOS: 2, 4, 6, 8, 10, 12, 14, 16, 
1 8, 20, 22, 24, 26, 28, 30, and 32; even more preferably at least about 90% homologous to 

15 SEQ ID NOS: 2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 28, 30, and 32; and most preferably 
at least about 95% homologous to SEQ ID NOS: 2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 
28, 30, and 32. 

An isolated nucleic acid molecule encoding an NOVX protein homologous to the 
protein of SEQ ID NOS: 2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 28, 30, and 32 can be 
20 created by introducing one or more nucleotide substitutions, additions or deletions into the 
nucleotide sequence of SEQ ID NOS: 1, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, 23, 25, 27, 29, and 
31, such that one or more amino acid substitutions, additions or deletions are introduced into 
the encoded protein. 

Mutations can be introduced into SEQ ID NOS: 2, 4, 6, 8, 10, 12, 14, 16, 1 8, 20, 22, 
25 24, 26, 28, 30, and 32 by standard techniques, such as site-directed mutagenesis and 

PCR-mediated mutagenesis. Preferably, conservative amino acid substitutions are made at 
one or more predicted, non-essential amino acid residues. A "conservative amino acid 
substitution" is one in which the amino acid residue is replaced with an amino acid residue 
having a similar side chain. Families of amino acid residues having similar side chains have 
30 been defined within the art. These families include amino acids with basic side chains (e.g. , 
lysine, arginine, histidine), acidic side chains (eg., aspartic acid, glutamic acid), uncharged 
polar side chains (eg., glycine, asparagine, glutamine, serine, threonine, tyrosine, cysteine), 
nonpolar side chains (e.g., alanine, valine, leucine, isoleucine, proline, phenylalanine, 
methionine, tryptophan), beta-branched side chains (e.g., threonine, valine, isoleucine) and 
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aromatic side chains (e.g., tyrosine, phenylalanine, tryptophan, histidine). Thus, a predicted 
non-essential amino acid residne in the NOVX protein is replaced with another amino acid 
residue from the same side chain family. Alternatively, in another embodiment, mutations can 
be introduced randomly along all or part of an NOVX coding sequence, such as by saturation 
5 mutagenesis, and the resultant mutants can be screened for NOVX biological activity to 
identify mutants that retain activity. Following mutagenesis SEQ ID NOS: 1, 3, 5, 7, 9, 1 1, 
13, 15, 17, 19, 21, 23, 25, 27, 29, and 31, the encoded protein can be expressed by any 
recombinant technology known in the art and the activity of die protein can be determined. 
The relatedness of amino acid families may also be determined based on side chain 
10 interactions. Substituted amino acids may be fully conserved "strong" residues or fully 

conserved "weak 95 residues. The "strong" group of conserved amino acid residues may be any 
one of the following groups: STA, NEQK, NHQK, NDEQ, QHRK, MDLV, MELF, HY, FYW, 
wherein the single letter amino acid codes ai$ grouped by those amino acids that may be 
substituted for each other. Likewise, the "weak" group of conserved residues may be any one 
15 of the following: CSA, ATV, SAG, SINK, STPA, SGND, SNDEQK, NDEQHK, NEQHRK, 
VLM, HFY, wherein the letters within each group represent the single letter amino acid code. 

In one embodiment, a mutant NOVX protein can be assayed for (i) the ability to form 
protein:protein interactions with other NOVX proteins, other cell-surface proteins, or 
biologically-active portions thereof, (ii) complex formation between a mutant NOVX protein 
20 and an NOVX ligand; or (Hi) the ability of a mutant NOVX protein to bind to an intracellular 
target protein or biologically-active portion thereof; (e.g. avidin proteins). 

In yet another embodiment, a mutant NOVX protein can be assayed for the ability to 
regulate a specific biological function (eg., regulation of insulin release). 

Antisense Nucleic Acids 

25 Another aspect of the invention pertains to isolated antisense nucleic acid molecules 

that are hybridizable to or complementary to the nucleic acid molecule comprising the 
nucleotide sequence of SEQ ID NOS: 1, 3, 5, 7, 9, 11,13, 15, 17, 19, 21, 23, 25, 27, 29, and 
3 1 , or fragments, analogs or derivatives thereof. An "antisense 11 nucleic acid comprises a 
nucleotide sequence that is complementary to a "sense" nucleic acid encoding a protein (e.g 9 

30 complementary to the coding strand of a double-stranded cDNA molecule or complementary 
to an mRNA sequence). In specific aspects, antisense nucleic acid molecules are provided that 
comprise a sequence complementary to at least about 10, 25, 50, 100, 250 or 500 nucleotides 
or an entire NOVX coding strand, or to only a portion thereof. Nucleic acid molecules 
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encoding fragments, homologs, derivatives and analogs of an NOVX protein of SEQ ID NOS: 
2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 28, 30 and 32, or antisense nucleic acids 
complementary to an NOVX nucleic acid sequence of SEQ ID NOS: 1, 3, 5, 7, 9, 1 1, 13, 15, 
17, 19, 21, 23, 25, 27, 29, and 3 1, are additionally provided. 
5 In one embodiment, an antisense nucleic acid molecule is antisense to a "coding 

region" of the coding strand of a nucleotide sequence encoding an NOVX protein. The term 
"coding region" refers to the region of the nucleotide sequence comprising codons which are 
translated into amino acid residues. In another embodiment, the antisense nucleic acid 
molecule is antisense to a "noncoding region" of the coding strand of a nucleotide sequence 
1 0 encoding the NOVX protein. The term "noncoding region" refers to 5' and 3 1 sequences which 
flank the coding region that are not translated into amino acids (/.&, also referred to as 5' and 
3 1 untranslated regions). 

Given the coding strand sequences encoding the NOVX protein disclosed herein, 
antisense nucleic acids of the invention can be designed according to the rules of Watson and 
15 Crick or Hoogsteen base pairing. The antisense nucleic acid molecule can be complementary 
to the entire coding region of NOVX mRNA, but more preferably is an oligonucleotide that is 
antisense to only a portion of the coding or noncoding region of NOVX mRNA. For example, 
the antisense oligonucleotide can be complementary to the region surrounding the translation 
start site of NOVX mRNA. An antisense oligonucleotide can be, for example, about 5, 10, 15, 
20 20, 25, 30, 35, 40, 45 or 50 nucleotides in length. An antisense nucleic acid of the invention 
can be constructed using chemical synthesis or enzymatic ligation reactions using procedures 
known in the art. For example, an antisense nucleic acid (e.g., an antisense oligonucleotide) 
can be chemically synthesized using naturally-occurring nucleotides or variously modified 
nucleotides designed to increase the biological stability of the molecules or to increase the 
25 physical stability of the duplex formed between the antisense and sense nucleic acids (e.g., 
phosphorothioate derivatives and acridine substituted nucleotides can be used). 

Examples of modified nucleotides that can be used to generate the antisense nucleic 
acid include: 5-fluorouracil, 5-bromouracil, 5-chlorouracil, 5-iodouracil, hypoxanthine, 
xanthine, 4-acetylcytosine, 5-(carboxyhydroxylmethyl) uracil, 5-carboxymethylaminomethyl- 
30 2-thiouridine, S^aiboxymethylaminomethyluracil, dihydrouracil, beta-D-galactosylqueosine, 
inosine, N6-isopentenyladenine, 1-methylguanine, 1-methylinosine, 2,2-dimethylguanine, 
2-methyladenine, 2-methylguanine, 3-methylcytosine, 5-methylcytosine, N6-adenine, 
7-methylguanine, 5-methylaminomethyluracil, S-methoxyaminomethyW-thiouracil, 
beta-D-mannosylqueosine, S'-methoxycarboxymethyluracil, 5-methoxyuracil, 
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2- methyHhio-N6-isopentenyladenine, uracil-5-oxyacetic acid (v), wybutoxosine, pseudouracil, 
queosine, 2-thiocytosine, 5-memyl-2-thiouracil, 2-thiouracil, 4-thiouracil, 5-methyluracil, 
uracil-5-oxyacetic acid methylester, uiacil-5-oxyacetic acid (v), 5-metoyl-2-miouracil, 

3- (3-amino-3-N-2-carboxypropyl) uracil, (acp3)w, and 2,6-diammopurine. Alternatively, the 
5 antisense nucleic acid can be produced biologically using an expression vector into which a 

nucleic acid has been subcloned in an antisense orientation (z.e., RNA transcribed from the 
inserted nucleic acid will be of an antisense orientation to a target nucleic acid of interest, 
described further in the following subsection). 

The antisense nucleic acid molecules of the invention are typically administered to a 

10 subject or generated in situ such that they hybridize with or bind to cellular mRNA and/or 

genomic DNA encoding an NOVX protein to thereby inhibit expression of the protein (e.g., by 
inhibiting transcription and/or translation). The hybridization can be by conventional 
nucleotide complementarity to form a stable duplex, or, for example, in the case of an 
antisense nucleic acid molecule that binds to DNA duplexes, through specific interactions in 

15 the major groove of the double helix. An example of a route of administration of antisense 
nucleic acid molecules of the invention includes direct injection at a tissue site. Alternatively, 
antisense nucleic acid molecules can be modified to target selected cells and then adrmnistered 
systemically. For example, for systemic administration, antisense molecules can be modified 
such that they specifically bind to receptors or antigens expressed on a selected cell surface 

20 (e.g, by linking the antisense nucleic acid molecules to peptides or antibodies that bind to cell 
surface receptors or antigens). The antisense nucleic acid molecules can also be delivered to 
cells using the vectors described herein. To achieve sufficient nucleic acid molecules, vector 
constructs in which the antisense nucleic acid molecule is placed under the control of a strong 
pol II or pol IE promoter are preferred. 

25 In yet another embodiment, the antisense'nucleic acid molecule of the invention is an 

a-anomeric nucleic acid molecule. An a-anomeric nucleic acid molecule forms specific 
double-stranded hybrids with complementary RNA in which, contrary to the usual p-units, the 
strands run parallel to each other. See, e.g, Gaultier, et al., 1987. Nucl. Acids Res. 15: 
6625-6641. The antisense nucleic acid molecule can also comprise a 

30 2'-o-methylribonucleotide (see, eg., Inoue, et al. 1987. Nucl. Acids Res. 15: 6131-6148) or a 
chimeric RNA-DNA analogue (see, e.g., Inoue, et al, 1987. FEBS Lett. 215: 327-330. 

Ribozymes and PNA Moieties 
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Nucleic acid modifications include, by way of non-limiting example, modified bases, 
and nucleic acids whose sugar phosphate backbones are modified or derivatized. These 
modifications are carried out at least in part to enhance the chemical stability of the modified 
nucleic acid, such that they may be used, for example, as antisense binding nucleic acids in 
5 therapeutic applications in a subject. 

In one embodiment, an antisense nucleic acid of the invention is a ribozyme. 
Ribozymes are catalytic RNA molecules with ribonuclease activity that are capable of 
cleaving a single-stranded nucleic acid, such as an mRNA, to which they have a 
complementary region. Thus, ribozymes hammerhead ribozymes as described in 

10 Haselhoff and Gerlach 1988. Nature 334: 585-591) can be used to catalytically cleave NOVX 
mRNA transcripts to thereby inhibit translation of NOVX mRNA. A ribozyme having 
specificity for an NOVX-encoding nucleic acid can be designed based upon the nucleotide 
sequence of an NOVX cDNA disclosed herein SEQ ID NOS: 1, 3, 5, 7, 9, 11, 13, 15, 17, 
19, 21, 23, 25, 27, 29, and 31). For example, a derivative of a Tetrahymena Ir-19 IVS RNA 

15 can be constructed in which the nucleotide sequence of the active site is complementary to the 
nucleotide sequence to be cleaved in an NOVX-encoding mRNA. See, e.g y U.S. Patent 
4,987,071 to Cech, et aL and U.S. Patent 5,1 16,742 to Cech, et ah NOVX mRNA can also be 
used to select a catalytic RNA having a specific ribonuclease activity from a pool of RNA 
molecules. See, e.g. 9 Bartel et ah, (1993) Science 261:141 1-1418. 

20 Alternatively, NOVX gene expression can be inhibited by targeting nucleotide 

sequences complementary to the regulatory region of the NOVX nucleic acid the NOVX 
promoter and/or enhancers) to form triple helical structures that prevent transcription of the 
NOVX gene in target cells. See, e.g, Helene, 1991. Anticancer Drug Des. 6: 569-84; Helene, 
et al 1992. Ann, N.Y. Acad Sci. 660: 27-36; Maher, 1992. Bioassays 14: 807-15. 

25 In various embodiments, the NOVX nucleic acids can be modified at the base moiety, 

sugar moiety or phosphate backbone to improve, e.g. , the stability, hybridization, or solubility 
of the molecule. For example, the deoxyribose phosphate backbone of the nucleic acids can 
be modified to generate peptide nucleic acids. See, e.g. t Hyrup, et al. 9 1996. Bioorg Med 
Chem 4: 5-23. As used herein, the terms "peptide nucleic acids" or "PNAs" refer to nucleic 

30 acid mimics (e.g, DNA mimics) in which the deoxyribose phosphate backbone is replaced by 
a pseudopeptide backbone and only the four natural nucleobases are retained. The neutral 
backbone of PNAs has been shown to allow for specific hybridization to DNA and RNA under 
conditions of low ionic strength. The synthesis of PNA oligomers can be performed using 
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standard solid phase peptide synthesis protocols as described in Hyrup, et aL, 1996. supra; 

Perry-O'Keefe, etal., 1996, Proa Natl Acad. Sci. USA 93: 14670-14675. 

PNAs of NOVX can be used in therapeutic and diagnostic applications. For example, 

PNAs can be used as antisense or antigene agents for sequence-specific modulation of gene 

5 expression by, e.g, inducing transcription or translation arrest or inhibiting replication. PNAs 

of NOVX can also be used, for example, in the analysis of single base pair mutations in a gene 

(eg., PNA directed PCR clamping; as artificial restriction enzymes when used in combination 

with other en2ymes, e.g, Si nucleases {see, Hyrup, et aL, I996jupra); or as probes or primers 

for DNA sequence and hybridization (see, Hyrup, et aL, 1996, supra; Perry-OTKLeefe, et aL, 

10 1996. supra). 

In another embodiment, PNAs of NOVX can be modified, e.g., to enhance then- 
stability or cellular uptake, by attaching lipophilic or other helper groups to PNA, by the 
formation of PNA-DNA chimeras, or by the use of liposomes or other techniques of drug 
delivery known in the art. For example, PNA-DNA chimeras of NOVX can be generated that 

15 may combine the advantageous properties of PNA and DNA. Such chimeras allow DNA 

recognition enzymes (e.g. , RNase H and DNA polymerases) to interact with the DNA portion 
while the PNA portion would provide high binding affinity and specificity. PNA-DNA 
chimeras can be linked using linkers of appropriate lengths selected in terms of base stacking, 
number of bonds between the nucleobases, and orientation (see, Hyrup, et al., 1996. supra). 

20 The synthesis of PNA-DNA chimeras can be performed as described in Hyrup, et al, 1996. 
supra and Finn, et al, 1996. Nucl Acids Res 24: 3357-3363. For example, a DNA chain can 
be synthesized on a solid support using standard phosphoramidite coupling chemistry, and 
modified nucleoside analogs, e.g., S'-C^methoxytrityOamino-S^eoxy-thyinidine 
phosphoramidite, can be used between the PNA and the 5' end of DNA. See, e.g., Mag, et aL, 

25 1989. Nucl Acid Res 17: 5973-5988. PNA monomers are then coupled in a stepwise maimer 
to produce a chimeric molecule with a 5' PNA segment and a 3 1 DNA segment. See, e.g., 
Finn, et aL, 1996. supra. Alternatively, chimeric molecules can be synthesized with a 5' DNA 
segment and a 3* PNA segment. See, e.g., Petersen, et aL, 1975. Bioorg. Med. Chem. Lett. 5; 
1119-11124. 

30 In other embodiments, the oligonucleotide may include other appended groups such as 

peptides (e.g., for targeting host cell receptors in vivo), or agents facilitating transport across 
the cell membrane (see, e.g., Letsinger, et aL, 1989. Proa Natl Acad. Set USA. 86: 
6553-6556; Lemaitre, et aL, 1987. Proa Natl. Acad ScL 84: 648-652; PCT Publication No. 
WO88/09810) or the blood-brain barrier (see, e.g., PCT Publication No. WO 89/10134). In 
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addition, oligonucleotides can be modified with hybridization triggered cleavage agents (see, 

e.&, Krol, et a/., 1988. BioTechniques 6:958-976) or intercalating agents (see, e.g., Zon, 1988. 

Pharm. Res. 5: 539-549). To this end, Ihe oligonucleotide may be conjugated to another 

molecule, e.g., a peptide, a hybridization triggered cross-linking agent, a transport agent, a 

5 hybridization-triggered cleavage agent, and the like. 

NOVX Polypeptides 

A polypeptide according to the invention includes a polypeptide including the amino 
acid sequence of NOVX polypeptides whose sequences are provided in SEQ ID NOS: 2, 4, 6, 
8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 28, 30, and 32. The invention also includes a mutant or 

10 variant protein any of whose residues may be changed from the corresponding residues shown 
in SEQ ID NOS: 2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 28, 30, and 32 while still 
encoding a protein that maintains its NOVX |btivities and physiological functions, or a 
functional fragment thereof. 

hi general, an NOVX variant that preserves NOVX-like function includes any variant 

15 in which residues at a particular position in the sequence have been substituted by other amino 
acids, and further include the possibility of inserting an additional residue or residues between 
two residues of the parent protein as well as the possibility of deleting one or more residues 
from the parent sequence. Any amino acid substitution, insertion, or deletion is encompassed 
by the invention. In favorable circumstances, the substitution is a conservative substitution as 

20 defined above. 

One aspect of the invention pertains to isolated NOVX proteins, and biologically- 
active portions thereof, or derivatives, fragments, analogs or homologs thereof. Also provided 
are polypeptide fragments suitable for use as immunogens to raise anti-NOVX antibodies. In 
one embodiment, native NOVX proteins can be isolated from cells or tissue sources by an 

25 appropriate purification scheme using standard protein purification techniques. In another 
embodiment, NOVX proteins are produced by recombinant DNA techniques. Alternative to 
recombinant expression, an NOVX protein or polypeptide can be synthesized chemically 
using standard peptide synthesis techniques. 

An "isolated" or "purified" polypeptide or protein or biologically-active portion thereof 

30 is substantially free of cellular material or other conteminating proteins from the cell or tissue 
source from which the NOVX protein is derived, or substantially free from chemical 
precursors or other chemicals when chemically synthesized. The language "substantially free 
of cellular material" includes preparations of NOVX proteins in which the protein is separated 
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from cellular components of the cells from which it is isolated or recombinantly-produced. In 
one embodiment, the language "substantially free of cellular material" includes preparations of 
NOVX proteins having less than about 30% (by dry weight) of non-NOVX proteins (also 
referred to herein as a "contaminating protein"), more preferably less than about 20% of 
5 non-NOVX proteins, still more preferably less than about 10% of non-NOVX proteins, and 
most preferably less than about 5% of non-NOVX proteins. When the NOVX protein or 
biologically-active portion thereof is recombinantly-produced, it is also preferably 
substantially free of culture medium, i.e., culture medium represents less than about 20%, 
more preferably less than about 10%, and most preferably less than about 5% of the volume of 

1 0 the NOVX protein preparation. 

The language "substantially free of chemical precursors or other chemicals" includes 
preparations of NOVX proteins in which the protein is separated from chemical precursors or 
other chemicals that are involved in the synthesis of the protein. In one embodiment, the 
language "substantially free of chemical precursors or other chemicals" includes preparations 

1 5 of NOVX proteins having less than about 30% (by dry weight) of chemical precursors or 
non-NOVX chemicals, more preferably less than about 20% chemical precursors or 
non-NOVX chemicals, still more preferably less than about 10% chemical precursors or 
non-NOVX chemicals, and most preferably less than about 5% chemical precursors or 
non-NOVX chemicals. 

20 Biologically-active portions of NOVX proteins include peptides comprising amino 

acid sequences sufficiently homologous to or derived from the amino acid sequences of the 
NOVX proteins (e.g., the amino acid sequence shown in SEQ ID NOS: 2, 4, 6, 8, 10, 12, 14, 
16, 18, 20, 22, 24, 26, 28, 30, and 32) that include fewer amino acids than the full-length 
NOVX proteins, and exhibit at least one activity of an NOVX protein. Typically, biologically- 

25 active portions comprise a domain or motif with at least one activity of the NOVX protein. A 
biologically-active portion of an NOVX protein can be a polypeptide which is, for example, 
10, 25, 50, 100 or more amino acid residues in length. 

Moreover, other biologically-active portions, in which other regions of the protein are 
deleted, can be prepared by recombinant techniques and evaluated for one or more of the 

30 functional activities of a native NOVX protein. 

In an embodiment, the NOVX protein has an amino acid sequence shown SEQ ID 
NOS: 2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 28, 30, and 32. In other embodiments, the 
NOVX protein is substantially homologous to SEQ ID NOS: 2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 
22, 24, 26, 28, 30, and 32, and retains the functional activity of the protein of SEQ ID NOS: 2, 



WO 02/24733 PCT/US01/29115 
4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 28, 30, and 32, yet differs in amino acid sequence 
due to natural allelic variation or mutagenesis, as described in detail, below. Accordingly, in 
another embodiment, the NOVX protein is a protein that comprises an amino acid sequence at 
least about 45% homologous to the amino add sequence SEQ ID NOS: 2, 4, 6, 8, 10, 12, 14, 
5 1 6, 1 8, 20, 22, 24, 26, 28, 30, and 32, and retains the functional activity of the NOVX proteins 
of SEQ ID NOS: 2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 28, 30, and 32. 

Determining Homology Between Two or More Sequences 

To determine the percent homology of two amino acid sequences or of two nucleic 

10 acids, the sequences are aligned for optimal comparison purposes (e.g. , gaps can be introduced 
in the sequence of a first amino acid or nucleic acid sequence for optimal alignment with a 
second amino or nucleic acid sequence). The amino acid residues or nucleotides at 
corresponding amino acid positions or nucleotide positions are then compared. When a 
position in the first sequence is occupied by the same amino acid residue or nucleotide as the 

15 corresponding position in the second sequence, then the molecules are homologous at that 
position (i.e., as used herein amino acid or nucleic acid "homology" is equivalent to amino 
acid or nucleic acid "identity")- 

The nucleic acid sequence homology may be determined as the degree of identity 
between two sequences. The homology may be determined using computer programs known 

20 in the art, such as GAP software provided in the GCG program package. See, Needleman and 
Wunsch, 1970. JMolBiol 48: 443-453. Using GCG GAP software with the following settings 
for nucleic acid sequence comparison: GAP creation penalty of 5.0 and GAP extension 
penalty of 0.3, the coding region of the analogous nucleic acid sequences referred to above 
exhibits a degree of identity preferably of at least 70%, 75%, 80%, 85%, 90%, 95%, 98%, or 

25 99%, with the CDS (encoding) part of the DNA 'sequence shown in SEQ ID NOS: 1, 3, 5, 7, 9, 
11, 13, 15, 17, 19, 21, 23, 25, 27, 29, and 31. 

The term "sequence identity* 9 refers to the degree to which two polynucleotide or 
polypeptide sequences are identical on a residue-by-residue basis over a particular region of 
comparison. The term "percentage of sequence identity" is calculated by comparing two 

30 optimally aligned sequences over that region of comparison, determining the number of 
positions at which the identical nucleic acid base (e.g., A, T, C, G, U, or I, in the case of 
nucleic acids) occurs in both sequences to yield the number of matched positions, dividing the 
number of matched positions by the total number of positions in the region of comparison (Le. t 
the window size), and multiplying the result by 100 to yield the percentage of sequence 
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identity. The term "substantial identity 5 ' as used herein denotes a characteristic of a 
polynucleotide sequence, wherein the polynucleotide comprises a sequence that has at least 80 
percent sequence identity, preferably at least 85 percent identity and often 90 to 95 percent 
sequence identity, more usually at least 99 percent sequence identity as compared to a 
5 reference sequence over a comparison region. 

Chimeric and Fusion Proteins 

The invention also provides NOVX chimeric or fusion proteins. As used herein, an 
NOVX "chimeric protein" or "fusion protein" comprises an NOVX polypeptide operatively- 

10 linked to a non-NOVX polypeptide. An "NOVX polypeptide" refers to a polypeptide having 
an amino acid sequence corresponding to an NOVX protein SEQ ID NOS: 2, 4, 6, 8, 10, 12, 
14, 16, 18, 20, 22, 24, 26, 28, 30, and 32), whereas a "non-NOVX polypeptide" refers to a 
polypeptide having an amino acid sequence corresponding to a protein that is not substantially 
homologous to the NOVX protein, e.g. 9 a protein that is different from the NOVX protein and 

15 that is derived from the same or a different organism. Within an NOVX fusion protein the 
NOVX polypeptide can correspond to all or a portion of an NOVX protein. In one 
embodiment, an NOVX fusion protein comprises at least one biologically-active portion of an 
NOVX protein. In another embodiment, an NOVX fusion protein comprises at least two 
biologically-active portions of an NOVX protein. In yet another embodiment, an NOVX 

20 fusion protein comprises at least three biologically-active portions of an NOVX protein. 

Within the fusion protein, the term "operatively-linked" is intended to indicate that the NOVX 
polypeptide and the non-NOVX polypeptide are fused in-frame with one another. The 
non-NOVX polypeptide can be fused to the N-terminus or C-terminus of the NOVX 
polypeptide. 

25 In one embodiment, the fusion protein is a GST-NOVX fusion protein in which the 

NOVX sequences are fused to the C-terminus of the GST (glutathione S-transferase) 
sequences. Such fusion proteins can facilitate the purification of recombinant NOVX 
polypeptides. 

In another embodiment, the fusion protein is an NOVX protein containing a 
30 heterologous signal sequence at its N-tenninus. In certain host cells (eg., mammalian host 
cells), expression and/or secretion of NOVX can be increased through use of a heterologous 
signal sequence. 

In yet another embodiment, the fusion protein is an NOVX-immunoglobulin fusion 
protein in which the NOVX sequences are fused to sequences derived from a member of the 
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immunoglobulin protein family. The NOVX-inmiunoglobulin fusion proteins of the invention 
can be incorporated into pharmaceutical compositions and administered to a subject to inhibit 
an interaction between an NOVX ligand and an NOVX protein on the surface of a cell, to 
thereby suppress NOVX-mediated signal transduction in vivo. The NOVX-immunogJobulin 
5 fusion proteins can be used to affect the bioavailability of an NOVX cognate ligand. 

Inhibition of the NOVX ligand/NOVX interaction may be useful therapeutically for both the 
treatment of proliferative and differentiative disorders, as well as modulating (e.g. promoting 
or inhibiting) cell survival. Moreover, the NOVX-immunoglobulin fusion proteins of the 
invention can be used as immunogens to produce anti-NOVX antibodies in a subject, to purify 

10 NOVX ligands, and in screening assays to identify molecules that inhibit the interaction of 
NOVX with an NOVX ligand. 

An NOVX chimeric or fusion protein of the invention can be produced by standard 
recombinant DNA techniques. For example, DNA fragments coding for the different 
polypeptide sequences are ligated together in-frame in accordance with conventional 

15 techniques, eg., by employing blunt-ended or stagger-ended termini for ligation, restriction 
enzyme digestion to provide for appropriate termini, filling-in of cohesive ends as appropriate, 
alkaline phosphatase treatment to avoid undesirable joining, and enzymatic ligation. In 
another embodiment, the fusion gene can be synthesized by conventional techniques including 
automated DNA synthesizers. Alternatively, PCR amplification of gene fragments can be 

20 carried out using anchor primers that give rise to complementary overhangs between two 
consecutive gene fragments that can subsequently be annealed and reamplified to generate a 
chimeric gene sequence (see, e.g., Ausubel, et ah (eds.) CURRENT PROTOCOLS IN MOLECULAR 
Biology, John Wiley & Sons, 1992). Moreover, many expression vectors are commercially 
available that already encode a fusion moiety (e.g., a GST polypeptide). An NOVX-encoding 

25 nucleic acid can be cloned into such an expression vector such that the fusion moiety is linked 
in-frame to the NOVX protein. 

NOVX Agonists and Antagonists 

The invention also pertains to variants of the NOVX proteins that function as either 
30 NOVX agonists mimetics) or as NOVX antagonists. Variants of the NOVX protein can 
be generated by mutagenesis (e.g. 9 discrete point mutation or truncation of the NOVX protein). 
An agonist of the NOVX protein can retain substantially the same, or a subset of, the 
biological activities of the naturally occurring form of the NOVX protein. An antagonist of 
the NOVX protein can inhibit one or more of the activities of the naturally occurring form of 
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the NOVX protein by, for example, competitively binding to a downstream or upstream 
member of a cellular signaling cascade which includes the NOVX protein. Thus, specific 
biological effects can be elicited by treatment with a variant of limited function. In one 
embodiment, treatment of a subject with a variant having a subset of the biological activities 
5 of the naturally occurring form of the protein has fewer side effects in a subject relative to 
treatment with the naturally occurring form of the NOVX proteins. 

Variants of the NOVX proteins that function as either NOVX agonists (i.e., mimetics) 
or as NOVX antagonists can be identified by screening combinatorial libraries of mutants 
(<?.£., truncation mutants) of the NOVX proteins for NOVX protein agonist or antagonist 

10 activity. In one embodiment, a variegated library of NOVX variants is generated by 
combinatorial mutagenesis at the nucleic acid level and is encoded by a variegated gene 
library- A variegated library of NOVX variants can be produced by, for example, 
. enzymatically ligating a mixture of synthetic^ligonucleotides into gene sequences such that a 
degenerate set of potential NOVX sequences is expressible as individual polypeptides, or 

15 alternatively, as a set of larger fusion proteins (e.g. 9 for phage display) containing the set of 
NOVX sequences therein. There are a variety of methods which can be used to produce 
libraries of potential NOVX variants from a degenerate oligonucleotide sequence. Chemical 
synthesis of a degenerate gene sequence can be performed in an automatic DNA synthesizer, 
and the synthetic gene then ligated into an appropriate expression vector. Use of a degenerate 

20 set of genes allows for the provision, in one mixture, of all of the sequences encoding the 
desired set of potential NOVX sequences. Methods for synthesizing degenerate 
oligonucleotides are well-known within the art See, e.g., Narang, 1983. Tetrahedron 39: 3; 
Itakura, et al. 9 1984. Annu. Rev. Biochenu 53: 323; Itakura, et aL 9 1984. Science 198: 1056; 
Dee, et ah, 1983. Nucl Acids Res. 11: 477. 

25 

Polypeptide Libraries 

In addition, libraries of fragments of the NOVX protein coding sequences can be used 
to generate a variegated population of NOVX fragments for screening and subsequent 
selection of variants of an NOVX protein. In one embodiment, a library of coding sequence 
30 fragments can be generated by treating a double stranded PCR fragment of an NOVX coding 
sequence with a nuclease under conditions wherein nicking occurs only about once per 
molecule, denaturing the double stranded DNA, renaturing the DNA to form donble-stranded 
DNA that can include sense/antisense pairs from different nicked products, removing single 
stranded portions from reformed duplexes by treatment with Si nuclease, and ligating the 
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resulting fragment library into an expression vector. By thisLmethqd, expression libraries can 
be derived which encodes N-terminal and internal fragments of various sizes of the NOVX 
proteins. 

Various techniques are known in the art for screening gene products of combinatorial 
5 libraries made by point mutations or truncation, and for screening cDNA libraries for gene 
products having a selected property. Such techniques are adaptable for rapid screening of the 
gene libraries generated by the combinatorial mutagenesis of NOVX proteins. The most 
widely used techniques, which are amenable to high throughput analysis, for screening large 
gene libraries typically include cloning the gene library into replicable expression vectors, 

10 transforming appropriate cells with the resulting library of vectors, and expressing the 
combinatorial genes under conditions in which detection of a desired activity facilitates 
isolation of the vector encoding the gene whose product was detected. Recursive ensemble 
mutagenesis (REM), a new technique that enhances the frequency of functional mutants in the 
libraries, can be used in combination with the screening assays to identify NOVX variants. 

15 See, e.g, Arkin and Yourvan, 1992. Proc. Natl Acad. Sci. USA 89: 781 1-7815; Delgrave, et 
aL 9 1993. Protein Engineering 6:327-331. 

Anti-NOVX Antibodies 

The invention encompasses antibodies and antibody fragments, such as Fab or (F a b)2, 
that bind immunospecifically to any of the NOVX polypeptides of said invention. 

20 An isolated NOVX protein, or a portion or fragment thereof can be used as an 

immunogen to generate antibodies that bind to NOVX polypeptides using standard techniques 
for polyclonal and monoclonal antibody preparation. The full-length NOVX proteins can be 
used or, alternatively, the invention provides antigenic peptide fragments of NOVX proteins 
for use as immunogens. The antigenic NOVX peptides comprises at least 4 amino acid 

25 residues of the amino acid sequence shown SEQ ID NOS: 2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 
24, 26, 28, 30, and 32 and encompasses an epitope of NOVX such that an antibody raised 
against the peptide forms a specific immune complex with NOVX. Preferably, the antigenic 
peptide comprises at least 6, 8, 10, 15, 20, or 30 amino acid residues. Longer antigenic 
peptides are sometimes preferable over shorter antigenic peptides, depending on use and 

30 according to methods well known to someone skilled in the art. 

In certain embodiments of the invention, at least one epitope encompassed by the 
antigenic peptide is a region of NOVX that is located on the surface of the protein (e.g 9 a 
hydrophilic region). As a means for targeting antibody production, hydropathy plots showing 
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regions of hydrophilicity and hydrophobicity may be generated by any method well known in 

the art, including, for example, the Kyte Doolittle or the Hopp Woods methods, either with or 

without Fourier transformation {see, e.g> Hopp and Woods, 1981. Proc. Nat Acad. Set USA 

78: 3824-3828; Kyte and Doolittle, 1982. X Mol Biol 157: 105-142, each incorporated herein 

5 by reference in their entirety). 

As disclosed herein, NOVX protein sequences of SEQ ID NOS: 2, 4, 6, 8, 10, 12, 14, 

16, 18, 20, 22, 24, 26, 28, 30, 32, or derivatives, fragments, analogs or homologs thereof; may 

be utilized as immunogens in the generation of antibodies that immunospecifically-bind these 

protein components. Hie term "antibody" as used herein refers to immunoglobulin molecules 

10 and immunologically-active portions of immunoglobulin molecules, le. 9 molecules that 

contain an antigen binding site that specifically-binds (immunoreacts with) an antigen, such as 
NOVX. Such antibodies include, but are not limited to, polyclonal, monoclonal, chimeric, 
single chain, F^ and fragments, and an Fab expression library. In a specific embodiment, 
antibodies to human NOVX proteins are disclosed. Various procedures known within the art 

15 may be used for the production of polyclonal or monoclonal antibodies to an NOVX protein 
sequence of SEQ ID NOS: 2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 28, 30, 32, or a 
derivative, fragment, analog or homolog thereof. Some of these proteins are discussed below. 

For the production of polyclonal antibodies, various suitable host animals {e.g, rabbit, 
goat, mouse or other mammal) may be immunized by injection with the native protein, or a 

20 synthetic variant thereof, or a derivative of the foregoing. An appropriate immunogenic 
preparation can contain, for example, recombinantly-expressed NOVX protein or a 
chemically-synthesized NOVX polypeptide. The preparation can further include an adjuvant. 
Various adjuvants used to increase the immunological response include, but are not limited to, 
Freund ! s (complete and incomplete), mineral gels (e.g, aluminum hydroxide), surface active 

25 substances (e.g, lysolecithin, pluronic polyols, polyanions, peptides, oil emulsions, 

dinitrophenol, etc.), human adjuvants such as Bacille Calmette-Guerin and Corynebacterium 
parvum, or similar immunostimulatory agents. If desired, the antibody molecules directed 
against NOVX can be isolated from the mammal (e.g, from the blood) and further purified by 
well known techniques, such as protein A chromatography to obtain the IgG fraction. 

30 The term "monoclonal antibody" or "monoclonal antibody composition", as used 

herein, refers to a population of antibody molecules that contain only one species of an antigen 
binding site capable of immunoreacting with a particular epitope of NOVX. A monoclonal 
antibody composition thus typically displays a single binding affinity for a particular NOVX 
protein with which it immunoreacts. For preparation of monoclonal antibodies directed 
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towards a particular NOVX protein, or derivatives, fragments, analogs or homologs thereof; 
any technique that provides for the production of antibody molecules by continuous cell line 
culture may be utilized. Such techniques include, but are not limited to, the hybridoma 
technique {see, e.g., Kohler & Milstein, 1975. Nature 256: 495^97); the trioma technique; the 

5 human B-cell hybridoma technique (see, e.g., Kozbor, et al., 1983. Immunol. Today 4: 72) and 
the EBV hybridoma technique to produce human monoclonal antibodies (see, e.g., Cole, et al, 
1985. In: Monoclonal Antibodies and Cancer Therapy, Alan R. Liss, Inc., pp. 77-96). 
Human monoclonal antibodies may be utilized in me practice of the invention and maybe 
produced by using human hybridomas (see, e.g.. Cote, et al., 1983. Proc Natl Acad Sci USA 

10 80: 2026-2030) or by tramforming human B-cells with Epstein Barr Virus in vitro (see, e.g., 
Cole, et al, 1985. In: Monoclonal Antibodies and Cancer Therapy, Alan IL Liss, Inc., 
pp. 77-96). Each of the above citations is incorporated herein by reference in their entirety. 

According to the invention, techniques can be adapted for the production of 
single-chain antibodies specific to an NOVX protein (see, e.g., U.S. Patent No. 4,946,778). In 

15 addition, methods can be adapted for the construction of Fa, expression libraries (see, e.g., 
Huse, et al, 1989. Science 246: 1275-1281) to allow rapid and effective identification of 
monoclonal F ab fragments with the desired specificity for an NOVX protein or derivatives, 
fragments, analogs or homologs thereof. Non-human antibodies can be "humanized" by 
techniques well known in the art. See, e.g., U.S. Patent No. 5,225,539. Antibody fragments 

20 that contain the idiotypes to an NOVX protein may be produced by techniques known in the 
art including, but not limited to: (0 an F w fragment produced by pepsin digestion of an 
antibody molecule; (ii) an Fab fragment generated by reducing the disulfide bridges of an F^-p 
fragment; (Hi) an Fab fragment generated by the treatment of the antibody molecule with 
papain and a reducing agent; and (iv) F v fragments. 

25 Additionally, recombinant anti-NOVX antibodies, such as chimeric and humanized 

monoclonal antibodies, comprising both human and non-human portions, which can be made 
using standard recombinant DNA techniques, are within the scope of the invention. Such 
chimeric and humanized monoclonal antibodies can be produced by recombinant DNA 
techniques known in the art, for example using methods described in International Application 

30 No. PCT/US86/02269; European Patent Application No. 1 84,1 87; European Patent 

AppficationNo. 171,496; European Patent Apphcation No. 173,494; PCT mternational 
Publication No. WO 86/01533; U.S. Patent No. 4,816,567; U.S. Pat No. 5,225,539; European 
Patent Application No. 125,023; Better, et al, 1988. Science 240: 1041-1043; Liu, et al., 1987. 
Proc. Natl. Acad, Sci. USA 84: 3439-3443; Liu, et al, 1987. J. Immunol 139: 3521-3526; Sun, 
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et al, 1987. Proc. Natl Acad. Sci. USA 84: 214-218; Nishimura, et al, 1987. Cancer Res. 47: 
9994005; Wood, et al, 1985. Nature 314 :446-449; Shaw, et al., 1988. J. Natl Cancer Inst 
80: 1553-1559); Monison(1985) Science 229:1202-1207; Oi, et al (1986) BioTechniques 
4:214; Jones, et al, 1986. Mrfwre 321 : 552-525; Verhoeyan, et al, 1988. Science 239: 1534; 
5 and Beidler, et al, 1988. J. Immunol 141 : 4053-4060. Each of the above citations are 
incorporated herein by reference in their entirety. 

In one embodiment, methods for the screening of antibodies that possess the desired 
specificity include, but are not limited to, enzyme-linked immunosorbent assay (ELISA) and 
other immunologically-mediated techniques known within the art In a specific embodiment, 
10 selection of antibodies that are specific to a particular domain of an NO VX protein is 
facilitated by generation of hybridomas that bind to the fragment of an NO VX protein 
possessing such a domain. Thus, antibodies that are specific for a desired domain within an 
NO VX protein, or derivatives, fragments, analogs or homologs thereof; are also provided 
herein. 

1 5 Anti-NOVX antibodies may be used in methods known within the art relating to the 

localization and/or quantitation ofanNOVX protein (e.g., for use in measuring levels of the 
NOVX protein within appropriate physiological samples, for use in diagnostic methods, for 
use in imaging the protein, and the like). In a given embodiment, antibodies for NOVX 
proteins, or derivatives, fragments, analogs or homologs thereof; that contain the antibody 

20 derived binding domain, are utilized as pharmacologically-active compounds (hereinafter 
"Therapeutics"). 

An anti-NOVX antibody {e.g. , monoclonal antibody) can be used to isolate an NOVX 
polypeptide by standard techniques, such as affinity chromatography or immunoprecipitation. 
An anti-NOVX antibody can facilitate the purification of natural NOVX polypeptide from 

25 cells and of recombinantly-produced NOVX polypeptide expressed in host cells. Moreover, 
an anti-NOVX antibody can be used to detect NOVX protein (e.g„ in a cellular lysate or cell 
supernatant) in order to evaluate the abundance and pattern of expression of the NOVX 
protein. Anti-NOVX antibodies can be used diagnostically to monitor protein levels in tissue 
as part of a clinical testing procedure, e.g. , to, for example, determine the efficacy of a given 

30 treatment regimen. Detection can be fecilitated by coupling (ie, physically linking) the 
antibody to a detectable substance. Examples of detectable substances include various 
enzymes, prosthetic groups, fluorescent materials, luminescent materials, bioluminescent 
materials, and radioactive materials. Examples of suitable enzymes include horseradish 
peroxidase, alkaline phosphatase, p-galactosidase, or acetylcholinesterase; examples of 
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suitable prosthetic group complexes include streptavidin/biotin and avidin/biotin; examples of 
suitable fluorescent materials include umbelliferone, fluorescein, fluorescein isothiocyanate, 
rhodamine, dicMorotriazinylamine fluorescein, dansyl chloride or phycoerythrin; an example 
of a luminescent material includes luminol; examples of bioluminescent materials include 
5 luciferase, luciferin, and aequorin, and examples of suitable radioactive material include l2 % 
"V^or 3 !!. 

NOVX Recombinant Expression Vectors and Host Cells 

Another aspect of the invention pertains to vectors, preferably expression vectors, 
1 0 containing a nucleic acid encoding an NOVX protein, or derivatives, fragments, analogs or 
homologs thereof. As used herein, the term "vector" refers to a nucleic acid molecule capable 
of transporting another nucleic acid to which it has been linked One type of vector is a 

"plasmid", which refers to a circular double stranded DNA loop into which additional DNA 

f 

segments can be ligated. Another type of vector is a viral vector, wherein additional DNA 

1 5 segments can be ligated into the viral genoqie. Certain vectors are capable of autonomous 
replication in a host cell into which they are introduced {e.g., bacterial vectors having a 
bacterial origin of replication and episomal mammalian vectors). Other vectors 
non-episomal mammalian vectors) are integrated into the genome of a host cell upon 
introduction into the host cell, and thereby are replicated along with the host genome. 

20 Moreover, certain vectors are capable of directing the expression of genes to which they are 
operatively-linked. Such vectors are referred to herein as "expression vectors". In general, 
expression vectors of utility in recombinant DNA techniques are often in the form of plasmids. 
In the present specification, "plasmid" and "vector" can be used interchangeably as the 
plasmid is the most commonly used form of vector. However, the invention is intended to 

25 include such other forms of expression vectors, such as viral vectors {e.g. > replication defective 
retroviruses, adenoviruses and adeno-associated viruses), which serve equivalent functions. 

The recombinant expression vectors of the invention comprise a nucleic acid of the 
invention in a form suitable for expression of the nucleic acid in a host cell, which means that 
the recombinant expression vectors include one or more regulatory sequences, selected on the 

30 basis of the host cells to be used for expression, that is operatively-linked to the nucleic arid 
sequence to be expressed. Within a recombinant expression vector, "operably-linked" is 
intended to mean that the nucleotide sequence of interest is linked to the regulatory 
sequence(s) in a manner that allows for expression of the nucleotide sequence (eg., in an in 
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vitro transcription/translation system or in a host cell when the vector is introduced into the 

host cell). 

The term "regulatory sequence" is intended to includes promoters, enhancers and other 
expression control elements (e.g., polyadenylation signals). Such regulatory sequences are 
5 described, for example, in Goeddel, Gene Expression Technology: Methods in 

Enzymology 185, Academic Press, San Diego, Calif. (1990). Regulatory sequences include 
those that direct-constitutive expression of a nucleotide sequence in many types of host cell 
and those that direct expression of the nucleotide sequence only in certain host cells (e.g., 
tissue-specific regulatory sequences). It will he appreciated by those skilled in the art that the 

10 . design of the expression vector can depend on such factors as the choice of the host cell to he 
transformed, the level of expression of protein desired, etc. The expression vectors of the 
invention can be introduced into host cells to thereby produce proteins or peptides, including 
fusion proteins or peptides, encoded by nucleic acids as described herein (e.g., NOVX 
proteins, mutant forms of NOVX proteins, fusion proteins, etc.). 

15 The recombinant expression vectors of the invention can be designed for expression of 

NOVX proteins in prokaryotic or eukaryotic cells. For example, NOVX proteins can be 
expressed in bacterial cells such as Escherichia coli, insect cells (using baculovirus expression 
vectors) yeast cells or mammalian cells. Suitable host cells are discussed further in Goeddel, 
Gene Expression Technology: Methods in Enzymology 185, Academic Press, San 

20 Diego, Calif (1990). Alternatively, the recombinant expression vector can be transcribed and 
translated in vitro, for example using T7 promoter regulatory sequences and 17 polymerase. 

Expression of proteins in prokaryotes is most often carried out in Escherichia coli with 
vectors containing constitutive or inducible promoters directing the expression of either fusion 
or non-fusion proteins. Fusion vectors add a number of amino acids to a protein encoded 

25 therein, usually to the amino terminus of the recombinant protein. Such fusion vectors 
typically serve three purposes: (0 to increase expression of recombinant protein; (n) to 
increase the solubility of the recombinant protein; and (Hi) to aid in the purification of the 
recombinant protein by acting as a ligand in affinity purification. Often, in fusion expression 
vectors, a proteolytic cleavage site is introduced at the junction of the fusion moiety and the 

3 0 recombinant protein to enable separation of the recombinant protein from the fusion moiety 
subsequent to purification of the fusion protein. Such enzymes, and their cognate recognition 
sequences, include Factor Xa, thrombin and enterokinase. Typical fusion expression vectors 
include pGEX (Pharmacia Biotech Inc; Smith and Johnson, 1988. Gene 67: 31-40), pMAL 
(New England Biolabs, Beverly, Mass.) and pRITS (Pharmacia, Piscataway, N.J.) that fuse 
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glutathione S-transferase (GST), maltose E binding protein, or protein A, respectively, to the 

target recombinant protein. 

Examples of suitable inducible non-fusion E. coli expression vectors include pTrc 
(Amrann et al, (1988) Gene 69:301-315) and pET 1 Id (Studier et al, GENE EXPRESSION 
5 Technology: Methods in Enzymology 1 85, Academic Press, San Diego, Calif. (1990) 
60-89). 

One strategy to maximize recombinant protein expression in R coli is to express the 
protein in a host bacteria with an impaired capacity to proteolytically cleave the recombinant 
protein. See, e.g., Gottesman, Gene Expression Technology: Methods in Enzymology 

10 185, Academic Press, San Diego, Calif (1990) 1 19-128. Another strategy is to alter the 
nucleic acid sequence of the nucleic acid to be inserted into an expression vector so that the 
individual codons for each amino acid are those preferentially utilized in R coli (see, e.g., 
Wada, et al, 1992. Nucl Acids Res. 20: 2111-21 18). Such alteration of nucleic acid 
sequences of the invention can be carried out by standard DNA synthesis techniques. 

15 In another embodiment, the NOVX expression vector is a yeast expression vector. 

Examples of vectors for expression in yeast Saccharomyces cerivisae include pYepSecl 
(Baldari, et al, 1987. EMBO J. 6: 229-234), pMFa (Kurjan and Herskowitz, 1982. Cell 30: 
933-943), pJRY88 (Schultz et al, 1987. Gene 54: 113-123), pYES2 (hivitrogen Corporation, 
San Diego, Calif.), and picZ (LiVitrogen Corp, San Diego, Calif.). 

20 Alternatively, NOVX can be expressed in insect cells using baculovirus expression 

vectors. Baculovirus vectors available for expression of proteins in cultured insect cells (eg., 
SF9 cells) include the pAc series (Smith, et al, 1983. Mol Cell Biol 3: 2156-2165) and the 
pVL series (Lucklow and Summers, 1989. Virology 170: 31-39). 

In yet another embodiment, a nucleic acid of the invention is expressed in mammalian 

25 cells using a mammalian expression vector. Examples of mammalian expression vectors 

include pCDM8 (Seed, 1987. Nature 329: 840) and pMT2PC (Kaufinan, et al, 1987. EMBO 
J. 6: 187-195). When used in mammalian cells, the expression vector's control functions are 
often provided by viral regulatory elements. For example, commonly used promoters are 
derived from polyoma, adenovirus 2, cytomegalovirus, and simian virus 40. For other suitable 

30 expression systems for both prokaryotic and eukaryotic cells see, Chapters 16 and 17 of 
Sambrook, et al, MOLECULAR Cloning: A LABORATORY MANUAL. 2nd ed., Cold Spring 
Harbor Laboratory, Cold Spring Harbor Laboratory Press, Cold Spring Harbor, N.Y., 1989. 

In another embodiment, the recombinant mammalian expression vector is capable of 
directing expression of the nucleic acid preferentially in a particular cell type (eg., 

94 



WO 02/24733 PCT/US01/29115 
tissue-specific regulatory elements are used to express the nucleic acid). Tissue-specific 
regulatory elements are known in the art. Non-limiting examples of suitable tissue-specific 
promoters include the albumin promoter (liver-specific; Pinkert, et al., 1987. Genes Dev. 1: 
268-277), lymphoid-specific promoters (Calame and Eaton, 1988. Adv. Immunol. 43: 
5 235-275), in particular promoters of T cell receptors (Winoto and Baltimore, 1989. EMBO J. 
8: 729-733) and immunoglobulins (Banerji, et aU 1983. Cell 33: 729-740; Queen and 
Baltimore, 1983. Cell 33: 741-748), neuron-specific promoters (e.g. 9 the neurofilament 
promoter; Byrne and Ruddle, 1989. Proc. Natl Acad. Sci. USA 86: 5473-5477), 
pancreas-specific promoters (Edlund, et aL, 1985. Science 230: 912-916), and mammary 

10 gland-specific promoters (e.g. 9 milk whey promoter, U.S. Pat. No. 4,873,316 and European 
Application Publication No. 264,166). Developmentally-regulated promoters are also 
encompassed, the murine hox promoters (Kessel and Grass, 1990. Science 249: 374-379) 
and the a-fetoprotein promoter (Campes and Tilghman, 1989. Genes Dev. 3: 537-546). 

The invention further provides a recombinant expression vector comprising a DNA 

15 molecule of the invention cloned into the expression vector in an antisense orientation. That 
is, the DNA molecule is operatively-linked to a regulatory sequence in a manner that allows 
for expression (by transcription of the DNA molecule) of an RNA molecule that is antisense to 
NOVX mRNA. Regulatory sequences operatively linked to a nucleic acid cloned in the 
antisense orientation can be chosen that direct the continuous expression of the antisense RNA 

20 molecule in a variety of cell types, for instance viral promoters and/or enhancers, or regulatory 
sequences can be chosen that direct constitutive, tissue specific or cell type specific expression 
of antisense RNA. The antisense expression vector can be in the form of a recombinant 
plasmid, phagemid or attenuated virus in which antisense nucleic acids are produced under the 
control of a high efficiency regulatory region, the activity of which can be determined by the 

25 cell type into which the vector is introduced. For a discussion of the regulation of gene 

expression using antisense genes see, e.g„ Weintraub, et aL, "Antisense RNA as a molecular 
tool for genetic analysis," Reviews-Trends in Genetics, Vol. 1(1) 1986. 

Another aspect of the invention pertains to host cells into which a recombinant 
expression vector of the invention has been introduced. The terms "host cell" and 

30 "recombinant host cell" are used interchangeably herein. It is understood that such terms refer 
not only to the particular subject cell but also to the progeny or potential progeny of such a 
cell. Because certain modifications may occur in succeeding generations due to either 
mutation or environmental influences, such progeny may not, in fact, be identical to the parent 
cell, but are still included within the scope of the term as used herein. 
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A host cell can be any prokaryotic or eukaryotic cell. For example, NOVX protein can 
be expressed in bacterial cells such as E. coli, insect cells, yeast or mammalian cells (such as 
Chinese hamster ovary cells (CHO) or COS cells). Other suitable host cells are known to 
those skilled in the art 

5 Vector DNA can be introduced into prokaryotic or eukaryotic cells via conventional 

transformation or transfection techniques. As used herein, the terms "transformation" and 
"transfection" are intended to refer to a variety of art-recognized techniques for introducing 
foreign nucleic acid (e.g., DNA) into a host cell, including calcium phosphate or calcium 
chloride co-precipitation, DEAE-dextran-mediated transfection, hpofection, or 

10 electroporatioh. Suitable methods for transforming or transfecting host cells can be found in 
Sambrook, et al (Molecular Cloning: A Laboratory Manual. 2nd ed., Cold Spring 
Harbor Laboratory, Cold Spring Harbor Laboratory Press, Cold Spring Harbor, N.Y., 1989), 
and other laboratory manuals. 

For stable transfection of mammalian cells, it is known that, depending upon the 

15 expression vector and transfection technique used, only a small fraction of cells may integrate 
the foreign DNA into their genome. In order to identify and select these integrants, a gene mat 
encodes a selectable marker (e.g., resistance to antibiotics) is generally introduced into the 
host cells along with the gene of interest Various selectable markers include those that confer 
resistance to drugs, such as G418, hygromycin and methotrexate. Nucleic acid encoding a 

20 selectable marker can be introduced into a host cell on the same vector as mat encoding 

NOVX or can be introduced on a separate vector. Cells stably transfected with the introduced 
nucleic acid can be identified by drug selection (e.g., cells that have incorporated the 
selectable marker gene will survive, while the other cells die). 

A host cell of the invention, such as a prokaryotic or eukaryotic host cell in culture, can 

25 be used to produce (i.&, express) NOVX protein. Accordingly, the invention further provides 
methods for producing NOVX protein using the host cells of the invention. In one 
embodiment, the method comprises culturing the host cell of invention (into which a 
recombinant expression vector encoding NOVX protein has been introduced) in a suitable 
medium such mat NOVX protein is produced. In another embodiment, the method further 

30 comprises isolating NOVX protein from the medium or the host cell. 

Transgenic NOVX Animals 

The host cells of the invention can also be used to produce non-human transgenic 
animals. For example, in one embodiment, a host cell of the invention is a fertilized oocyte or 
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an embryonic stem cell into winch NOVX protein-coding sequences have been introduced. 
Such host cells can then be used to create non-human transgenic animals in which exogenous 
NOVX sequences have been introduced into their genome or homologous recombinant 
animals in which endogenous NOVX sequences have been altered. Such animals are useful 
5 for studying the function and/or activity of NOVX protein and for identifying and/or 

evaluating modulators of NOVX protein activity. As used herein, a "transgenic animal" is a 
non-human animal, preferably a mammal, more preferably a rodent such as a rat or mouse, in 
which one or more of the cells of the animal includes a transgene. Other examples of 
transgenic animals include non-human primates, sheep, dogs, cows, goats, chickens, 

10 amphibians, etc. A transgene is exogenous DNA that is integrated into the genome of a cell 
from which a transgenic animal develops and that remains in the genome of the mature 
animal, thereby directing the expression of an encoded gene product in one or more cell types 
or tissues of the transgenic animal. As used l^brein, a •'homologous recombinant animal" is a 
non-human animal, preferably a mammal, more preferably a mouse, in which an endogenous 

15 NOVX gene has been altered by homologous recombination between the endogenous gene 
and an exogenous DNA molecule introduced into a cell of the animal, e.g., an embryonic cell 
of the animal, prior to development of the animal. 

A transgenic animal of the invention can be created by introducing NOVX-encoding 
nucleic acid into the male pronuclei of a fertilized oocyte (e.g., by nricroinjection, retroviral 

20 infection) and allowing the oocyte to develop in a pseudopregnant female foster animal. The 
human NOVX cDNA sequences SEQ ID NOS: 1, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, 23,25, 27, 
29, and 3 1 can be introduced as a transgene into the genome of a non-human animal. 
Alternatively, a non-human homologue of the human NOVX gene, such as a mouse NOVX 
gene, can be isolated based on hybridization to the human NOVX cDNA (described further 

25 supra) and used as a transgene. Intronic sequences and polyadenylation signals can also be 
included in the transgene to increase the efficiency of expression of the transgene. A 
tissue-specific regulatory sequence(s) can be operably-linked to the NOVX transgene to direct 
expression of NOVX protein to particular cells. Methods for generating transgenic animals 
via embryo manipulation and microinjection, particularly animals such as mice, have become 

30 conventional in the art and are described, for example, in U.S. Patent Nos. 4,736,866; 

4,870,009; and 4,873,191; andHogan, 1986. In: Manipulating the Mouse Embryo, Cold 
Spring Harbor Laboratory Press, Cold Spring Harbor, N. Y. Similar methods are used for 
production of other transgenic animals. A transgenic founder animal can be identified based 
upon the presence of the NOVX transgene in its genome and/or expression of NOVX mRNA 
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in tissues or cells of the animals. A transgenic founder animal can then he used to breed 
additional animals carrying the transgene. Moreover, transgenic animals carrying a transgene- 
encoding NOVX protein can further be bred to other transgenic animals carrying other 
transgenes. 

5 To create a homologous recombinant animal, a vector is prepared which contains at 

least a portion of an NOVX gene into which a deletion, addition or substitution has been 
introduced to thereby alter, e.g, functionally disrupt, Ihe NOVX gene. The NOVX gene can 
be a human gene (eg., the cDNA of SEQ IDNOS: 1, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, 23, 25, 
27, 29, and 3 1), but more preferably, is a non-human homologue of a human NOVX gene. 

10 For example, a mouse homologue ofhuman NOVX gene of SEQ IDNOS: 1, 3,5,7,9, 11, 13, 
15, 17, 19, 21, 23, 25, 27, 29, and 31 can be used to construct a homologous recombination 
vector suitable for altering an endogenous NOVX gene in the mouse genome. In one 
embodiment, the vector is designed such that, upon homologous recombination, the 
endogenous NOVX gene is functionally disrupted (le. y no longer encodes a functional protein; 

15 also referred to as a "knock out" vector). 

Alternatively, the vector can be designed such that, upon homologous recombination, 
the endogenous NOVX gene is mutated or otherwise altered but still encodes functional 
protein (e.g., the upstream regulatory region can be altered to thereby alter the expression of 
the endogenous NOVX protein). In the homologous recombination vector, the altered portion 

20 of the NOVX gene is flanked at its 5'- and 3 f -termini by additional nucleic acid of the NOVX 
gene to allow for homologous recombination to occur between the exogenous NOVX gene 
carried by the vector and an endogenous NOVX gene in an embryonic stem cell. The 
additional flanking NOVX nucleic acid is of sufficient length for successful homologous 
recombination with the endogenous gene. Typically, several kilobases of flanking DNA (both 

25 at the 5'- and 3-termini) are included in the vector. See, e.g, Thomas, et aL, 1987. Cell 5 1 : 
503 for a description of homologous recombination vectors. The vector is ten introduced into 
an embryonic stem cell line {e.g., by electroporation) and cells in which the introduced NOVX 
gene has homologously-recombined with the endogenous NOVX gene are selected. See, e.g., 
Li, etaU 1992. G# 69: 915. 

30 The selected cells are then injected into a blastocyst of an animal (e.g. 9 a mouse) to 

form aggregation chimeras. See, e.g. y Bradley, 1987. In: TeratocarcinOMAS and 
Embryonic Stem Cells: A Practical Approach, Robertson, ed. IRL, Oxford, pp. 1 13-152. 
A chimeric embryo can then be implanted into a suitable pseudopregnant female foster animal 
and the embryo brought to term. Progeny harboring the homologously-recombined DNA in 
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their germ cells can be used to breed animals in which all cells of the animal contain the 
homologously-recombined DNA by germline transmission of the transgene. Methods for 
constructing homologous recombination vectors and homologous recombinant animals are 
described further in Bradley, 1991. Curr. Opin. Biotecknol 2: 823-829; PCT International 
5 Publication Nos.: WO 90/1 1354; WO 91/01 140; WO 92/0968; and WO 93/04169. 

In another embodiment, transgenic non-humans animals can be produced that contain 
selected systems that allow for regulated expression of the transgene. One example of such a 
system is the cre/loxP recombinase system of bacteriophage PI. For a description of the 
cre/loxP recombinase system, See, e.g. 9 Lakso, et aL, 1992. Proa Natl Acad, Set USA 89: 

10 6232-6236. Another example of a recombinase system is the FLP recombinase system of 

Saccharomyces cerevisiae. See, O'Gorman, et al, 1991. Science 251:1351-1355. Ifacre/loxP 
recombinase system is used to regulate expression of the transgene, animals containing 
transgenes encoding both the Ore recombinase and a selected protein are required. Such 
animals can be provided through the construction of "double" transgenic animals, e.g., by 

15 mating two transgenic animals, one containing a transgene encoding a selected protein and the 
other containing a transgene encoding a recombinase. 

Clones of the non-human transgenic animals described herein can also be produced 
according to the methods described in Wihnut, et al y 1997. Nature 385: 810-813. In brief, a 
cell (e.g. , a somatic cell) from the transgenic animal can be isolated and induced to exit the 

20 growth cycle and enter G 0 phase. The quiescent cell can thai be fused, e.g. , through the use of 
electrical pulses, to an enucleated oocyte from an animal of the same species from which die 
quiescent cell is isolated. The reconstructed oocyte is then cultured such that it develops to 
morula or blastocyte and then transferred to pseudopregnant female foster animal. The 
offspring borne of this female foster animal will be a clone of the animal from which the cell 

25 (e.g., the somatic cell) is isolated. 

Pharmaceutical Compositions 

The NOVX nucleic acid molecules, NOVX proteins, and anti-NOVX antibodies (also 
referred to herein as "active compounds") of the invention, and derivatives, fragments, analogs 
and homologs thereof, can be incorporated into pharmaceutical compositions suitable for 
30 administration. Such compositions typically comprise the nucleic acid molecule, protein, or 
antibody and a phaimaceutically acceptable carrier. As used herein, "pharmaceutically 
acceptable carrier" is intended to include any and all solvents, dispersion media, coatings, 
antibacterial and antifungal agents, isotonic and absorption delaying agents, and the like, 
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compatible with pharmaceutical administration. Suitable carriers are described in the most 
recent edition of Remington's Pharmaceutical Sciences, a standard reference text in the field, 
which is incoiporated herein by reference. Preferred examples of such carriers or diluents 
include, but are not limited to, water, saline, finger's solutions, dextrose solution, and 5% 
5 human serum albumin. Liposomes and non-aqueous vehicles such as fixed oils may also be 
used. The use of such media and agents for phannaceutically active substances is well known 
in the art. Except insofar as any conventional media or agent is incompatible with the active 
compound, use thereof in the compositions is contemplated. Supplementary active 
compounds can also be incorporated into the compositions. 

10 A pharmaceutical composition of the invention is formulated to be compatible with its 

intended route of administration. Examples of routes of administration include parenteral, 
e.g. 9 intravenous, intradermal, subcutaneous, oral (eg., inhalation), transdermal (i.e., topical), 
transmucosal, and rectal administration. Solutions or suspensions used for parenteral, 
intradermal, or subcutaneous application can include the following components: a sterile 

15 diluent such as water for injection, saline solution, fixed oils, polyethylene glycols, glycerine, 
propylene glycol or other synthetic solvents; antibacterial agents such as benzyl alcohol or 
methyl parabens; antioxidants such as ascorbic acid or sodium bisulfite; chelating agents such 
as ethylenediaminetetraacetic acid (EDTA); buffers such as acetates, citrates or phosphates, 
and agents for the adjustment of tonicity such as sodium chloride or dextrose. The pH can be 

20 adjusted with acids or bases, such as hydrochloric acid or sodium hydroxide. The parenteral 
preparation can be enclosed in ampoules, disposable syringes or multiple dose vials made of 
glass or plastic. 

Pharmaceutical compositions suitable for injectable use include sterile aqueous 
solutions (where water soluble) or dispersions and sterile powders for the extemporaneous 

25 preparation of sterile injectable solutions or dispersion. For intravenous administration, 
suitable carriers include physiological saline, bacteriostatic water, Cremophor EL (BASF, 
Parsippany, N. J.) or phosphate buffered saline (PBS). In all cases, the composition must be 
sterile and should be fluid to the extent that easy syringeability exists. It must be stable under 
the conditions of manufacture and storage and must be preserved against the contaminating 

30 action of microorganisms such as bacteria and fungi. The carrier can be a solvent or 

dispersion medium containing, for example, water, ethanol, polyol (for example, glycerol, 
propylene glycol, and liquid polyethylene glycol, and the like), and suitable mixtures thereof. 
The proper fluidity can be maintained, for example, by the use of a coating such as lecithin, by 
the maintenance of the required particle size in the case of dispersion and by the use of 
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surfactants. Prevention of Hie action of microorganisms can be achieved by various 

v 

antibacterial and antifungal agents, for example, parabens, chlorobutanol, phenol, ascorbic 
acid, thimerosal, and the like. In many cases, it will be preferable to include isotonic agents, 
for example, sugars, polyalcohols such as manitol, sorbitol, sodium chloride in the 

5 composition. Prolonged absorption of the injectable compositions can be brought about by 
including in the composition an agent which delays absorption, for example, aluminum 
monostearate and gelatin. 

Sterile injectable solutions can be prepared by incorporating the active compound (e.g., 
an NOVX protein or anti-NOVX antibody) in the required amount in an appropriate solvent 

10 with one or a combination of ingredients enumerated above, as required, followed by filtered 
sterilization. Generally, dispersions are prepared by incorporating the active compound into a 
sterile vehicle that contains a basic dispersion medium and the required other ingredients from 
those enumerated above. In the case of sterile powders for the preparation of sterile injectable 
solutions, methods of preparation are vacuum drying and freeze-drying that yields a powder of 

15 the active ingredient plus any additional desired ingredient from a previously sterile-filtered 
solution thereof. 

Oral compositions generally include an inert diluent or an edible carrier. They can be 
enclosed in gelatin capsules or compressed into tablets. For the purpose of oral therapeutic 
administration, the active compound can be incorporated with excipients and used in the form 

20 of tablets, troches, or capsules. Oral compositions can also be prepared using a fluid carrier 
for use as a mouthwash, wherein the compound in the fluid carrier is applied orally and 
swished and expectorated or swallowed. Phannaceutically compatible binding agents, and/or 
adjuvant materials can be included as part of the composition. The tablets, pills, capsules, 
troches and the like can contain any of the fbflowing ingredients, or compounds of a similar 

25 nature: a binder such as microcrystalline cellulose, gum tragacanth or gelatin; an excipient 

such as starch or lactose, a disintegrating agent such as alginic acid, Primogel, or corn starch; a 
lubricant such as magnesium stearate or Sterotes; a glidant such as colloidal silicon dioxide; a 
sweetening agent such as sucrose or saccharin; or a flavoring agent such as peppermint, 
methyl salicylate, or orange flavoring. 

30 For administration by inhalation, the compounds are delivered in the form of an 

aerosol spray from pressured container or dispenser which contains a suitable propellant, e.g., 
a gas such as carbon dioxide, or a nebulizer. 

Systemic administration can also be by transmucosal or transdermal means. For 
transmucosal or transdermal adrninistration, penetrants appropriate to the barrier to be 
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permeated are used in the formulation. Such penetrants are generally known in the art, and 
include, for example, for transmucosal administration, detergeafs, bile salts, and fusidic acid 
derivatives. Transmucosal administration can be accomplished %ough the use of nasal sprays 
or suppositories. For transdermal administration, the active compounds are formulated into 
5 ointments, salves, gels, or creams as generally known in the art. 

The compounds can also be prepared in the form of suppositories (e.g., with 
conventional suppository bases such as cocoa butter and other glycerides) or retention enemas 
for rectal delivery. 

In one embodiment, the active compounds are prepared with carriers that will protect 
10 die compound against rapid elimination from the body, such as a controlled release 

formulation, including implants and microencapsulated delivery systems. Biodegradable, 
biocompatible polymers can be used, such as ethylene vinyl acetate, polyanhydrides, 
polyglycolic acid, collagen, polyorthoesters, and polylactic acid. Methods for preparation of 
such formulations will be apparent to those skilled in the art The materials can also be 
1 5 obtained commercially from Alza Corporation and Nova Pharmaceuticals, Inc. Liposomal 

suspensions (including liposomes targeted to infected cells with monoclonal antibodies to viral 
antigens) can also be used as pharmaceutically acceptable carriers. These can be prepared 
according to methods known to those skilled in the art, for example, as described in U.S. 
Patent No. 4,522,811. 

20 It is especially advantageous to formulate oral or parenteral compositions in dosage 

unit form for ease of administration and uniformity of dosage. Dosage unit form as used 
herein refers to physically discrete units suited as unitary dosages for the subject to be treated; 
each unit containing a predetermined quantity of active compound calculated to produce the 
desired therapeutic effect in association with the required pharmaceutical carrier. The 

25 specification for the dosage unit forms of the invention are dictated by and directly dependent 
on the unique characteristics of the active compound and the particular therapeutic effect to be 
achieved, and the limitations inherent in the art of compounding such an active compound for 
the treatment of individuals. 

The nucleic acid molecules of the invention can be inserted into vectors and used as 

30 gene therapy vectors. Gene therapy vectors can be delivered to a subject by, for example, 
intravenous injection, local administration (see, e.g., U.S. Patent No. 5,328,470) or by 
stereotactic injection (see, e.g, Chen, et al, 1994. Proa Natl Acad Sci. USA 91: 3054-3057). 
The pharmaceutical preparation of the gene therapy vector can include the gene therapy vector 
in an acceptable diluent, or can comprise a slow release matrix in which the gene delivery 
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vehicle is imbedded Alternatively, where the complete gene delivery vector can be produced 
intact from recombinant cells, e.g., retroviral vectors, the pharmaceutical preparation can 
include one or more cells that produce the gene delivery system. 

The pharmaceutical compositions can be included in a container, pack, or dispenser 
5 together with instructions for administration. 

Screening and Detection Methods 

The isolated nucleic acid molecules of the invention can be used to express NOVX 
protein (e.g., via a recombinant expression vector in a host cell in gene therapy applications), 
to detect NOVX mRNA in a biological sample) or a genetic lesion in an NOVX gene, 

10 and to modulate NOVX activity, as described further, below. In addition, the NOVX proteins 
can be used to screen drugs or compounds that modulate the NOVX protein activity or 
expression as well as to treat disorders characterized by insufficient or excessive production of 
NOVX protein or production of NOVX protein forms that have decreased or aberrant activity 
compared to NOVX wild-type protein (e.g., developmental disorders, endocrine disorders, 

1 5 vascular disorders, infectious disease, anorexia, cancer, neurodegenerative disorders, lung 
disorders, reproductive disorders, Alzheimer's Disease, Parkinson's Disease, immune 
disorders, and hematopoietic disorders, or other disorders related to cell signal processing and 
metabolic pathway modulation, and various cancers, and infectious disease(possesses anti- 
microbial activity). In addition, the anti-NOVX antibodies of the invention can be used to 

20 detect and isolate NOVX proteins and modulate NOVX activity. In yet a further aspect, the 
invention can be used in methods to influence appetite, absorption of nutrients and the 
disposition of metabolic substrates in both a positive and negative fashion. 

The invention further pertains to novel agents identified by the screening assays 
described herein and uses thereof for treatments as described, supra. 
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protein or polypeptide or biologically-active portion thereof. The test compounds of the 
invention can be obtained using any of the numerous approaches in combinatorial library 
methods known in the art, including: biological libraries; spatially addressable parallel solid 
phase or solution phase libraries; synthetic library methods requiring deconvolution; the 

5 "one-bead one-compound" library method; and synthetic library methods using affinity 
chromatography selection. The biological library approach is limited to peptide libraries, 
while the other four approaches are applicable to peptide, non-peptide oligomer or small 
molecule libraries of compounds. See, e.g. t Lam, 1997 r . Anticancer Drug Design 12: 145. 
A "small molecule" as used herein, is meant to refer to a composition that has a 

10 molecular weight of less than about 5 kD and most preferably less than about 4 Id). Small 
molecules can be, e.g 9 nucleic acids, peptides, polypeptides, peptidomimetics, carbohydrates, 
lipids or other organic or inorganic molecules. Libraries of chemical and/or biological 
mixtures, such as fungal, bacterial, or algal extracts, are known in the art and can be screened 
with any of the assays of the invention. 

15 Examples of methods for the synthesis of molecular libraries can be found in the art, 

for example in: DeWitt, et aL, 1993. Proa Natl. Acad Sci. U.S.A. 90: 6909; Erb, et al., 1994. 
Proa Natl Acad. Sci. U.S.A. 91: 11422; Zuckermann, et aL, 1994. J. Med. Chem. 37: 2678; 
Cho, et aL, 1993. Science 261 : 1303; Carrell, et aL, 1994. Angew. Chem. Int. Ed Engl 33: 
2059; Carell, et al 9 1994. Angew. Chem. Int. Ed Engl 33: 2061; and Gallop, et aL, 1994. J. 

20 Med. Chem. 37: 1233. 

Libraries of compounds may be presented in solution (e.g. , Houghten, 1 992. 
Biotechniques 13: 412-421), or on beads (Lam, 1991. Nature 354: 82-84), on chips (Fodor, 
1993. Nature 364: 555-556), bacteria (Ladner, U.S. Patent No. 5,223,409), spores (Ladner, 
U.S. Patent 5,233,409), plasmids (Cull, et aL, 1992. Proc. Natl Acad. Sci. USA 89: 

25 1865-1869) or on phage (Scott and Smith, 1990. Science 249: 386-390; Devlin, 1990. Science 
249: 404-406; Cwirla, etaL, 1990. Proc. Natl Acad. Sci. U.S.A. 87: 6378-6382; Felici, 1991. 
J. Mol Biol 222: 301-310; Ladner, U.S. Patent No. 5,233,409.). 

In one embodiment, an assay is a cell-based assay in which a cell which expresses a 
membrane-bound form of NOVX protein, or a biologically-active portion thereof, on the cell 

30 surface is contacted with a test compound and the ability of the test compound to bind to an 
NOVX protein determined. The cell, for example, can of mammalian origin or a yeast cell. 
Determining the ability of the test compound to bind to the NOVX protein can be 
accomplished, for example, by coupling the test compound with a radioisotope or enzymatic 
label such that binding of the test compound to the NOVX protein or biologically-active 
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portion thereof can be determined by detecting the labeled compound in a complex. For 
example, test compounds can be labeled with 125 1, 35 S, l4 C, or *H, either directly or indirectly, 
and the radioisotope detected by direct counting of radioemission or by scintillation counting. 
Alternatively, test compounds can be enzymatically-labeled with, for example, horseradish 
5 peroxidase, alkaline phosphatase, or luciferase, and the enzymatic label detected by 

determination of conversion of an appropriate substrate to product In one embodiment, the 
assay comprises contacting a cell which expresses a membrane-bound form of NOVX protein, 
or a biologically-active portion thereof, on the cell surface with a known compound which 
binds NOVX to form an assay mixture, contacting the assay mixture with a test compound, 

10 and determining the ability of the test compound to interact with an NOVX protein, wherein 
determining the ability of the test compound to interact with an NOVX protein comprises 
determining the ability of the test compound to preferentially bind to NOVX protein or a 
biologically-active portion thereof as compared to the known compound. 

In another embodiment, an assay is a cell-based assay comprising contacting a cell 

1 5 expressing a membrane-bound form of NOVX protein, or a biologically-active portion thereof, 
on the cell surface with a test compound and determining the ability of the test compound to 
modulate stimulate or inhibit) the activity of the NOVX protein or biologically-active 
portion thereof. Detennining the ability of the test compound to modulate the activity of 
NOVX or a biologically-active portion thereof can be accomplished, for example, by 

20 determining the ability of the NOVX protein to bind to or interact with an NOVX target 
molecule. As used herein, a "target molecule" is a molecule with which an NOVX protein 
binds or interacts in nature, for example, a molecule on the surface of a cell which expresses 
an NOVX interacting protein, a molecule on the surface of a second cell, a molecule in the 
extracellular milieu, a molecule associated with the internal surface of a cell membrane or a 

25 cytoplasmic molecule. An NOVX target molecule can be a non-NOVX molecule or an 
NOVX protein or polypeptide of the invention. In one embodiment, an NOVX target 
molecule is a component of a signal transduction pathway that facilitates transduction of an 
extracellular signal (e.g. a signal generated by binding of a compound to a membrane-bound 
NOVX molecule) through the cell membrane and into the cell. The target, for example, can be 

30 a second intercellular protein that has catalytic activity or a protein that facilitates the 
association of downstream signaling molecules with NOVX. 

Determining the ability of the NOVX protein to bind to or interact with an NOVX 
target molecule can be accomplished by one of the methods described above for detennining 
direct binding. In one embodiment, determining the ability of the NOVX protein to bind to or 
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interact with an NOVX target molecule can be accomplished by detennining the activity of the 
target molecule. For example, the activity of the target molecule can be determined by 
detecting induction of a cellular second messenger of the target (i.e. intracellular Ca 2+ , 
diacylglycerol, IP3, etc.), detecting catalytic/enzymatic activity of the target an appropriate 
5 substrate, detecting the induction of a reporter gene (comprising an NOVX-responsive 
regulatory element operatively linked to a nucleic acid encoding a detectable marker, e.g., 
luciferase), or detecting a cellular response, for example, cell survival, cellular differentiation, 
or cell proliferation. 

In yet another embodiment, an assay of the invention is a cell-free assay comprising 

10 contacting an NOVX protein or biologically-active portion thereof with a test compound and 
detennining the ability of the test compound to bind to the NOVX protein or biologically- 
active portion thereof. Binding of the test compound to the NOVX protein can be determined 
either directly or indirectly as described above. In one such embodiment, the assay comprises 
contacting the NOVX protein or biologically-active portion thereof with a known compound 

15 which binds NOVX to form an assay mixture, contacting the assay mixture with a test 
compound, and determining the ability of the test compound to interact with an NOVX 
protein, wherein determining the ability of the test compound to interact with an NOVX 
protein comprises detennining the ability of the test compound to preferentially bind to NOVX 
or biologically-active portion thereof as compared to the known compound. 

20 Instill another embodiment, an assay is a cell-free assay comprising contacting NOVX 

protein or biologically-active portion thereof with a test compound and determining the ability 
of the test compound to modulate (e.g. stimulate or inhibit) me activity of the NOVX protein 
or biologically-active portion thereof. Deteimining the ability of the test compound to 
modulate the activity of NOVX can be accomplished, for example, by determining the ability 

25 of the NOVX protein to bind to an NOVX target molecule by one of the methods described 
above for determining direct binding. In an alternative embodiment, detennining the ability of 
the test compound to modulate the activity of NOVX protein can be accomplished by 
determining the ability of the NOVX protein further modulate an NOVX target molecule. For 
example, the catalytic/enzymatic activity of the target molecule on an appropriate substrate 

3 0 can be determined as described, supra. 

In yet another embodiment, the cell-free assay comprises contacting the NOVX protein 
or biologically-active portion thereof with a known compound which binds NOVX protein to 
form an assay mixture, contacting the assay mixture with a test compound, and determining 
the ability of the test compound to interact with an NOVX protein, wherein detennining the 
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ability of the test compound to interact with an NOVX protein comprises detennining the 
ability of the NOVX protein to preferentially bind to or modulate the activity of an NOVX 
target molecule. 

The cell-free assays of the invention are amenable to use of both the soluble form or 
5 the membrane-bound form of NOVX protein. In the case of cell-free assays comprising the 
membrane-bound form of NOVX protein, it may be desirable to utilize a solubilizing agent 
such that the membrane-bound form of NOVX protein is maintained in solution. Examples of 
such solubilizing agents include non-ionic detergents such as n-octylglucoside, 
n-dodecylglucoside, n-dodecylmaltoside, octanoyl-N-methylglucamide, 

10 decanoyl-N-methylglucamide, Triton® X-100, Triton® X-l 14, Thesit®, 

Isotridecypoly(ethyleDe glycol ether)n, N-dodecyl--N^-^imethyl-3-ammonio-l-piopane 
sulfonate, 3-(3-cholamidopropyl) dimethylamminiol- 1 -propane sulfonate (CHAPS), or 
3-(3-cholanridopropyl)dimethylamn^ sulfonate (CHAPSO). 

In more than one embodiment of the above assay methods of the invention, it may be 

1 5 desirable to immobilize either NOVX protein or its target molecule to facilitate separation of 
complexed from uncomplexed forms of one or both of the proteins, as well as to accommodate 
automation of the assay. Binding of a test compound to NOVX protein, or interaction of 
NOVX protein with a target molecule in the presence and absence of a candidate compound, 
can be accomplished in any vessel suitable for containing the reactants. Examples of such 

20 vessels include microliter plates, test tubes, and micro-centrifuge tubes. In one embodiment, a 
fiision protein can be provided that adds a domain that allows one or both of the proteins to be 
bound to a matrix. For example, GST-NOVX fusion proteins or GST-target fusion proteins 
can be adsorbed onto glutathione sepharose beads (Sigma Chemical, St. Louis, MO) or 
glutathione derivatized microtiter plates, that are then combined with the test compound or the 

25 test compound and either the non-adsorbed target protein or NOVX protein, and the mixture is 
incubated under conditions conducive to complex formation (e.g., at physiological conditions 
for salt and pH). Following incubation, the beads or microtiter plate wells are washed to 
remove any unbound components, the matrix immobilized in the case of beads, complex 
determined either directly or indirectly, for example, as described, supra. Alternatively, the 

30 complexes can be dissociated from the matrix, and the level of NOVX protein binding or 
activity determined using standard techniques. 

Other techniques for immobilizing proteins on matrices can also be used in the 
screening assays of the invention. For example, either the NOVX protein or its target 
molecule can be immobilized utilizing conjugation of biotin and streptavidin. Biotinylated 
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NOVX protein or target molecules can be prepared from biota-NHS 

(N-hydroxy-succinimide) using techniques well-known within the art (e.g., biotinylation kit, 

Pierce Chemicals, Rockford, HI.), w ^ immobilized in the wells of streptavidin-coated 96 well 

plates (Pierce Chemical). Alternatively, antibodies reactive with NOVX protein or target 

5 molecules, but which do not interfere with binding of the NOVX protein to its target molecule, 

can be derivatized to the wells of the plate, and unbound target or NOVX protein trapped in 

the wells by antibody conjugation. Methods for detecting such complexes, in addition to those 

described above for the GST-immobilized complexes, include immunodetection of complexes 

using antibodies reactive with the NOVX protein or target molecule, as well as enzyme-linked 

1 0 assays that rely on detecting an enzymatic activity associated with the NOVX protein or target 

molecule. 

In another embodiment, modulators of NOVX protein expression are identified in a 

method wherein a cell is contacted with a candidate compound and the expression of NOVX 

f 

mKNA or protein in the cell is determined. The level of expression of NOVX mRNA or 

15 protein in the presence of the candidate compound is compared to the level of expression of 
NOVX mRNA or protein in the absence of the candidate compound. The candidate 
compound can then be identified as a modulator of NOVX mRNA or protein expression based 
upon this comparison. For example, when expression of NOVX mRNA or protein is greater 
(z.e., statistically significantly greater) in the presence of the candidate compound than in its 

20 absence, the candidate compound is identified as a stimulator of NOVX mRNA or protein 
expression. Alternatively, when expression of NOVX mRNA or protein is less (statistically 
significantly less) in the presence of the candidate compound than in its absence, the candidate 
compound is identified as an inhibitor of NOVX mRNA or protein expression. The level of 
NOVX mRNA or protein expression in the cells can be determined by methods described 

25 herein for detecting NOVX mRNA or protein. 

In yet another aspect of the invention, the NOVX proteins can be used as "bait 
proteins" in a two-hybrid assay or three hybrid assay (see, e.g., U.S. Patent No. 5,283,317; 
Zervos, etal, 1993. Ce//72: 223-232; Madura, etaL, 1993. J, Biol Chem. 268: 12046-12054; 
Bartel, et al, 1993. Biotechniques 14: 920-924; Iwabuchi, et a/., 1993. Oncogene 8: 

30 1693-1696; and Brent WO 94/10300), to identify other proteins that bind to or interact with 
NOVX (TSfOVX-binding proteins" or "NOVX-bp") and modulate NOVX activity. Such 
NOVX-binding proteins are also likely to be involved in the propagation of signals by the 
NOVX proteins as, for example, upstream or downstream elements of the NOVX pathway. 
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The two-hybrid system is based on the modular nature of most transcription factors, 
which consist of separable DNA-binding and activation domains. Briefly, the assay utilizes 
two different DNA constructs. In one construct, the gene that codes for NOVX is fused to a 
gene encoding the DNA binding domain of a known transcription factor (e.g., GAL-4). In the 
5 other construct, a DNA sequence, from a library of DNA sequences, that encodes an 
unidentified protein ("prey" or "sample") is fused to a gene that codes for the activation 
domain of the known transcription factor. If the "bait" and the "prey" proteins are able to 
interact, in vivo, forming an NOVX-dependent complex, the DNA-binding and activation 
domains of the transcription factor are brought into close proximity. This proximity allows 
10 transcription of a reporter gene (e.g., LacZ) that is operably linked to a transcriptional 

regulatory site responsive to the transcription factor. Expression of the reporter gene can be 
detected and cell colonies containing the functional transcription factor can be isolated and 
used to obtain the cloned gene that encodes the protein which interacts with NOVX. 

The invention further pertains to novel agents identified by the aforementioned 
1 5 screening assays and uses thereof for treatments as described herein. 

Detection Assays 

Portions or fragments of the cDNA sequences identified herein (and the corresponding 
complete gene sequences) can be used in numerous ways as polynucleotide reagents. By way 
of example, and not of limitation, these sequences can be used to: (0 map their respective 
20 genes on a chromosome; and, thus, lopate gene regions associated with genetic disease; (ii) 
identify an individual from a minute biological sample (tissue typing); and (Hi) aid in forensic 
identification of a biological sample. Some of these applications are described in the 
subsections, below. 

25 Chromosome Mapping 

Once the sequence (or a portion of the sequence) of a gene has been isolated, this 
sequence can be used to map the location of the gene on a chromosome. This process is called 
chromosome mapping. Accordingly, portions or fragments of the NOVX sequences, SEQ ID 
NOS: 1, 3, 5, 7, 9, 1 1, 13, 15, 17, 19, 21, 23, 25, 27, 29, and 3 1, or fragments or derivatives 
30 thereof; can be used to map the location of the NOVX genes, respectively, on a chromosome. 
The mapping of the NOVX sequences to chromosomes is an important first step in correlating 
these sequences with genes associated with disease. 
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Briefly, NOVX genes can be mapped to chromosomes by preparing PCR primers 
(preferably 15-25 bp in length) from the NOVX sequences. Computer analysis of the NOVX, 
sequences can be used to rapidly select primers that do not span more than one exon in the 
genomic DNA, thus complicating the amplification process. These primers can then be used 
5 for PCR screening of somatic cell hybrids containing individual human chromosomes. Only 
those hybrids containing the human gene corresponding to the NOVX sequences will yield an 
amplified fragment. 

Somatic cell hybrids are prepared by fusing somatic cells from different mammals 
(e.g., human and mouse cells). As hybrids of human and mouse cells grow and divide, they 

10 gradually lose human chromosomes in random order, but retain the mouse chromosomes. By 
using media in which mouse cells cannot grow, because they lack a particular enzyme, but in 
which human cells can, the one human chromosome mat contains the gene encoding the 
needed enzyme will be retained. By using various media, panels of hybrid cell lines can be 
established. Each cell line in a panel contains either a single human chromosome or a small 

15 number of human chromosomes, and a full set of mouse chromosomes, allowing easy 

mapping of individual genes to specific human chromosomes. See, e.g., D'Eustachio, et al, 
1983. Science 220: 919-924. Somatic cell hybrids containing only fragments of human 
chromosomes can also be produced by using human chromosomes with translocations and 
deletions. 

20 PCR mapping of somatic cell hybrids is a rapid procedure for assigning a particular 

sequence to a particular chromosome. Three or more sequences can be assigned per day using 
a single thermal cycler. Using the NOVX sequences to design oligonucleotide primers, sub- 
localization can be achieved with panels of fragments from specific chromosomes. 
Fluorescence in situ hybridization (FISH) of a DNA sequence to a metaphase 

25 chromosomal spread can further be used to provide a precise chromosomal location in one 
step. Chromosome spreads can be made using cells whose division has been blocked in 
metaphase by a chemical like colcemid that disrupts the mitotic spindle. The chromosomes 
can be treated briefly with trypsin, and then stained with Giemsa. A pattern of light and dark 
bands develops on each chromosome, so mat the chromosomes can be identified individually. 

30 The FISH technique can be used with a DNA sequence as short as 500 or 600 bases. 
However, clones larger than 1,000 bases have a higher likelihood of binding to a unique 
chromosomal location with sufficient signal intensity for simple detection. Preferably 1,000 
bases, and more preferably 2,000 bases, will suffice to get good results at a reasonable amount 
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of time. For a review of this technique, see, Verma, et aL y HUMAN CHROMOSOMES: A 
Manual of Basic Techniques (Pergamon Press, New Yoik 1988). 

Reagents for chromosome mapping can be used individually to mark a single 
chromosome or a single site on that chromosome, or panels of reagents can be used for 
5 marking multiple sites and/or multiple chromosomes. Reagents corresponding to noncoding 
regions of the genes actually are preferred for mapping purposes. Coding sequences are more 
likely to be conserved within gene families, thus increasing the chance of cross hybridizations 
during chromosomal mapping. 

Once a sequence has been mapped to a precise chromosomal location, the physical 

10 position of the sequence on the chromosome can be correlated with genetic map data. Such . 
data are found, e.g., in McKusick, Mendelian Inheritance est Man, available on-line 
through Johns Hopkins University Welch Medical library). The relationship between genes 
and disease, mapped to the same chromosomal region, can then be identified through linkage 
analysis (co-inheritance of physically adjacent genes), described in, eg., Egeland, et al 9 1987. 

15 Nature, 325: 783-787. 

Moreover, differences in the DNA sequences between individuals affected and 
unaffected with a disease associated with the NOVX gene, can be determined. If a mutation is 
observed in some or all of the affected individuals but not in any unaffected individuals, then 
the mutation is likely to be the causative agent of the particular disease. Comparison of 

20 affected and unaffected individuals generally involves first looking for structural alterations in 
the chromosomes, such as deletions or translocations that are visible from chromosome 
spreads or detectable using PCR based on that DNA sequence. Ultimately, complete 
sequencing of genes from several individuals can be performed to confirm the presence of a 
mutation and to distinguish mutations from polymorphisms. 
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Tissue Typing 

The NOVX sequences of the invention can also be used to identify individuals from 
minute biological samples. In this technique, an individual's genomic DNA is digested with 
one or more restriction enzymes, and probed on a Southern blot to yield unique bands for 
30 identification. The sequences of the invention are useful as additional DNA markers for RFLP 
("restriction fragment length polymorphisms," described in U.S. Patent No. 5,272,057). 

Furthermore, the sequences of the invention can be used to provide an alternative 
technique that determines the actual base-by-base DNA sequence of selected portions of an 
individual's genome. Thus, the NOVX sequences described herein can be used to prepare two 
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PGR primers from the 5'- and ^-termini of the sequences. These primers can then be used to 
amplify an individual's DNA and subsequently sequence it 

Panels of corresponding DNA sequences from individuals, prepared in this manner, 
can provide unique individual identifications, as each individual will have a unique set of such 
5 DNA sequences due to allelic differences. The sequences of the invention can be used to 
obtain such identification sequences from individuals and from tissue. The NOVX sequences 
of the invention uniquely represent portions of the human genome. Allelic variation occurs to 
some degree in the coding regions of these sequences, and to a greater degree in the noncoding 
regions. It is estimated that allelic variation between individual humans occurs with a 
10 frequency of about once per each 500 bases. Much of the allelic variation is due to single 
nucleotide polymorphisms (SNPs), which include restriction fragment length polymorphisms 
(RFLPs). 

Each of the sequences described herein can, to some degree, be used as a standard 
against which DNA from an individual can be compared for identification purposes. Because 

15 greater numbers of polymorphisms occur in the noncoding regions, fewer sequences are 
necessary to differentiate individuals. The noncoding sequences can comfortably provide 
positive individual identification with a panel of perhaps 10 to 1,000 primers that each yield a 
noncoding amplified sequence of 100 bases. If predicted coding sequences, such as those in 
SEQ ID NOS: 1, 3, 5, 7, 9, 1 1, 13, 15, 17, 19, 21, 23, 25, 27, 29, and 31 are used, a more 

20 appropriate number of primers for positive individual identification would be 500-2,000. 

Predictive Medicine 

The invention also pertains to the field of predictive medicine in which diagnostic 
assays, prognostic assays, pharmacogenomics, and monitoring clinical trials are used for 

25 prognostic (predictive) purposes to thereby treat an individual prophylactically. Accordingly, 
one aspect of the invention relates to diagnostic assays for determining NOVX protein and/or 
nucleic acid expression as well as NOVX activity, in the context of a biological sample (e.g., 
blood, serum, cells, tissue) to thereby determine whether an individual is afflicted with a 
disease or disorder, or is at risk of developing a disorder, associated with aberrant NOVX 

30 expression or activity. The disorders include developmental disorders, endocrine disorders, 
vascular disorders, infectious disease, anorexia, cancer, neurodegenerative disorders, lung 
disorders, reproductive disorders, Alzheimer's Disease, Parkinson's Disease, immune 
disorder, and hematopoietic disorders, or other disorders related to cell signal processing and 
metabolic pathway modulation, and various cancers, and infectious disease (possesses anti- 
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microbial activity). The invention also provides for prognostic (or predictive) assays for 
determining whether an individual is at risk of developing a disorder associated with NOVX 
protein, nucleic acid expression or activity. For example, mutations in an NOVX gene can be 
assayed in a biological sample. Such assays can be used for prognostic or predictive purpose 
5 to thereby prophylactically treat an individual prior to the onset of a disorder characterized by 
or associated with NOVX protein, nucleic acid expression, or biological activity. 

Another aspect of the invention provides methods for determining NOVX protein, 
nucleic acid expression or activity in an individual to thereby select appropriate therapeutic or 
prophylactic agents for that individual (referred to herein as '"phaimacogenomics")- 
10 Phannacogenomics allows for the selection of agents (e.#., drugs) for therapeutic or 

prophylactic treatment of an individual based on the genotype of the individual (e.g., the 
genotype of the individual examined to determine the ability of the individual to respond to a 

particular agent) | 

Yet another aspect of the invention pertains to monitoring the influence of agents (eg., 
15 drugs, compounds) on die expression or activity of NOVX in clinical trials. 

These and other agents are described in further detail in the following sections. 

Diagnostic Assays 

An exemplary method for detecting the presence or absence of NOVX in a biological 
20 sample involves obtaining a biological sample from a test subject and contacting the biological 
sample with a compound or an agent capable of detecting NOVX protein or nucleic acid (eg., 
mRNA, genomic DNA) that encodes NOVX protein such that the presence of NOVX is 
detected in the biological sample. An agent for detecting NOVX mRNA or genomic DNA is a 
labeled nucleic acid probe capable of hybridizing to NOVX mRNA or genomic DNA. The 
25 nucleic acid probe can be, for example, a full-length NOVX nucleic acid, such as the nucleic 
acid of SEQ ID NOS: 1, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, 23, 25, 27, 29, and 31, or a portion 
thereof, such as an oligonucleotide of at least 15, 30, 50, 100, 250 or 500 nucleotides in length 
and sufficient to specifically hybridize under stringent conditions to NOVX mRNA or 
genomic DNA. Other suitable probes for use in the diagnostic assays of the invention are 
30 described herein. 

An agent for detecting NOVX protein is an antibody capable of binding to NOVX 
protein, preferably an antibody with a detectable label. Antibodies can be polyclonal, or more 
preferably, monoclonal. An intact antibody, or a fragment thereof (e.g. 9 Fab or Ffab^) can be 
used. The term "labeled 11 , with regard to the probe or antibody, is intended to encompass 
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direct labeling of the probe or antibody by coupling (Le. y physically linking) a detectable 
substance to the probe or antibody, as well as indirect labeling of the probe or antibody by 
reactivity with another reagent that is directly labeled. Examples of indirect labeling include 
detection of a primary antibody using a fluorescently-labeled secondary antibody and 
5 end-labeling of a DNA probe with biotin such that it can be detected with fluorescently- 
labeled streptavidin. The term biological sample" is intended to include tissues, cells and 
biological fluids isolated from a subject, as well as tissues, cells and fluids present within a 
subject That is, the detection method of the invention can be used to detect NOVX mRNA, 
protein, or genomic DNA in a biological sample in vitro as well as in vivo. For example, in 

10 vitro techniques for detection of NOVX mRNA include Northern hybridizations and in situ 
hybridizations. In vitro techniques for detection of NOVX protein include enzyme linked 
immunosorbent assays (ELIS As), Western blots, immimoprecipitations, and 
immunofluorescence. In vitro techniques for detection of NOVX genomic DNA include 
Southern hybridizations. Furthermore, in vivo techniques for detection of NOVX protein 

15 include introducing into a subject a labeled anti-NOVX antibody. For example, the antibody 
can be labeled with a radioactive marker whose presence and location in a subject can be 
detected by standard imaging techniques. 

In one embodiment, the biological sample contains protein molecules from the test 
subject. Alternatively, the biological sample can contain mRNA molecules from the test 

20 subject or genomic DNA molecules from the test subject A preferred biological sample is a 
peripheral blood leukocyte sample isolated by conventional means from a subject 

In another embodiment, the methods further involve obtaining a control biological 
sample from a control subject, contacting the control sample with a compound or agent 
capable of detecting NOVX protein, mRNA, or genomic DNA, such that the presence of 

25 NOVX protein, mRNA or genomic DNA is detected in the biological sample, and comparing 
the presence of NOVX protein, mRNA or genomic DNA in the control sample with the 
presence of NOVX protein, mRNA or genomic DNA in the test sample. 

The invention also encompasses kits for detecting the presence of NOVX in a 
biological sample. For example, the kit can comprise: a labeled compound or agent capable of 

30 detecting NOVX protein or mRNA in a biological sample; means for determining the amount 
of NOVX in the sample; and means for comparing the amount of NOVX in the sample with a 
standard. The compound or agent can be packaged in a suitable container. The kit can further 
comprise instructions for using the kit to detect NOVX protein or nucleic acid. 
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Prognostic Assays 

The diagnostic methods described herein can furthermore be utilized to identify 
subjects having or at risk of developing a disease or disorder associated with aberrant NOVX 

5 expression or activity. For example, the assays described herein, such as the preceding 

diagnostic assays or the following assays, can be utilized to identify a subject having or at risk 
of developing a disorder associated with NOVX protein, nucleic acid expression or activity. 
Alternatively, the prognostic assays can be utilized to identify a subject having or at risk for 
developing a disease or disorder. Thus, the invention provides a method for identifying a 

10 disease or disorder associated with aberrant NOVX expression or activity in which a test 
sample is obtained from a subject and NOVX protein or nucleic acid (e.g 9 mRNA, genomic 
DNA) is detected, wherein the presence of NOVX protein or nucleic acid is diagnostic for a 
subject having or at risk of developing a disease or disorder associated with aberrant NOVX 
expression or activity. As used herein, a "test sample" refers to a biological sample obtained 

15 from a subject of interest For example, a test sample can be a biological fluid (e.g., serum), 
cell sample, or tissue. 

Furthermore, the prognostic assays described herein can be used to determine whether 
a subject can be administered an agent (e.g., an agonist, antagonist, peptidomimetic, protein, 
peptide, nucleic acid, small molecule, or other drug candidate) to treat a disease or disorder 

20 associated with aberrant NOVX expression or activity. For example, such methods can be 
used to determine whether a subject can be effectively treated with an agent for a disorder. 
Thus, the invention provides methods for determining whether a subject can be effectively 
treated with an agent for a disorder associated with aberrant NOVX expression or activity in 
which a test sample is obtained and NOVX protein or nucleic acid is detected (e.g. y wherein 

25 the presence of NOVX protein or nucleic acid is diagnostic for a subject that can be 

administered the agent to treat a disorder associated with aberrant NOVX expression or 
activity). 

The methods of the invention can also be used to detect genetic lesions in an NOVX 
gene, thereby determining if a subject with the lesioned gene is at risk for a disorder 
30 characterized by aberrant cell proliferation and/or differentiation. In various embodiments, the 
methods include detecting, in a sample of cells from the subject, the presence or absence of a 
genetic lesion characterized by at least one of an alteration affecting the integrity of a gene 
encoding an NOVX-protein, or the misexpression of the NOVX gene. For example, such 
genetic lesions can be detected by ascertaining the existence of at least one of: (i) a deletion of 
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one or more nucleotides from an NOVX gene; (li) an addition of one or more nucleotides to an 
NOVX gene; (Hi) a substitution of one or more nucleotides of an NOVX gene, (rv) a 
chromosomal rearrangement of an NOVX gene; (v) an alteration in the level of a messenger 
RNA transcript of an NOVX gene, (vz) aberrant modification of an NOVX gene, such as of the 
5 methylation pattern of the genomic DNA, (viz) the presence of a non-wild-type splicing pattern 
of a messenger RNA transcript of an NOVX gene, (vizi) a non-wild-type level of an NOVX 
protein, (ix) allelic loss of an NOVX gene, and (x) inappropriate post-translational 
modification of an NOVX protein. As described herein, there are a large number of assay 
techniques known in the art which can be used for detecting lesions in an NOVX gene. A 

10 preferred biological sample is a peripheral blood leukocyte sample isolated by conventional 
means from a subject However, any biological sample containing nucleated cells may be 
used, including, for example, buccal mucosal cells. 

In certain embodiments, detection of the lesion involves the use of a probe/primer in a 
polymerase chain reaction (PCR) (see, e.g., U.S. Patent Nos. 4,683,195 and 4,683,202), such 

15 as anchor PCR or RACE PCR, or, alternatively, in a ligation chain reaction (LCR) (see, e.g., 
Landegran, et al y 1988. Science 241: 1077-1080; andNakazawa, et a/., 1994. Proa Natl. 
Acad. Sci. USA 91 : 360-364), the latter of which can be particularly useful for detecting point 
mutations in theNOVX-gene (see, Abravaya, et ah, 1995. Nucl Acids Res. 23: 675-682). 
This method can include the steps of collecting a sample of cells from a patient, isolating 

20 nucleic acid (e.g. 9 genomic, mRNA or both) from the cells of the sample, contacting the 
nucleic acid sample with one or more primers that specifically hybridize to an NOVX gene 
under conditions such that hybridization and amplification of the NOVX gene (if present) 
occurs, and detecting the presence or absence of an amplification product, or detecting the size 
of the amplification product and comparing the length to a control sample. It is anticipated 

25 that PCR and/or LCR may be desirable to use as a preliminary amplification step in 
conjunction with any of the techniques used for detecting mutations described herein. 

Alternative amplification methods include: self sustained sequence replication (see, 
Guatelli, etaU 1990. Proa Natl. Acad. Sci. USA 87: 1874-1878), transcriptional amplification 
system (see, Kwoh, etal, 1989. Proc. Natl. Acad. Sci. USA 86: 1173-1177); QP Replicase 

30 (see, Lizardi, et al, 1988. BioTechnology 6: 1 197), or any other nucleic acid amplification 

method, followed by the detection of the amplified molecules using techniques well known to 
those of skill in the art. These detection schemes are especially useful for the detection of 
nucleic acid molecules if such molecules are present in very low numbers. 
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In an alternative embodiment, mutations in an NOVX gene from a sample cell can be 
identified by alterations in restriction enzyme cleavage patterns. For example, sample and 
control DNA is isolated, amplified (optionally), digested with one or more restriction 
endonucleases, and fragment length sizes are determined by gel electrophoresis and compared. 
5 Differences in fragment length sizes between sample and control DNA indicates mutations in 
the sample DNA. Moreover, the use of sequence specific ribozymes (see, e.g., U.S. Patent 
No. 5,493,531) can be used to score for the presence of specific mutations by development or 
loss of a ribozyme cleavage site. 

In other embodiments, genetic mutations in NOVX can be identified by hybridizing a 
10 sample and control nucleic acids, eg. , DNA or RNA, to high-density arrays containing 
hundreds or thousands of oligonucleotides probes. See, e.g„ Cronin, et a/., 1996. Human 
Mutation 7: 244-255; Kozal, et al, 1996. Nat. Med 2: 753-759. For example, genetic 
mutations in NOVX can be identified in two dimensional arrays containing light-generated 
DNA probes as described in Cronin, et aL, supra. Briefly, a first hybridization array of probes 
15 can be used to scan through long stretches of DNA in a sample and control to identify base 
changes between the sequences by making linear arrays of sequential overlapping probes. 
This step allows the identification of point mutations. This is followed by a second 
hybridization array that allows the characterization of specific mutations by using smaller, 
specialized probe arrays complementary to all variants or mutations detected. Each mutation 
20 array is composed of parallel probe sets, one complementary to the wild-type gene and the 
other complementary to the mutant gene. 

In yet another embodiment, any of a variety of sequencing reactions known in the art 
can be used to directly sequence the NOVX gene and detect mutations by comparing the 
sequence of the sample NOVX with the corresponding wild-type (control) sequence. 
25 Examples of sequencing reactions include those based on techniques developed by Maxim and 
Gilbert, 1977. Proa Natl Acad Sci. USA 74: 560 or Sanger, 1977. Proa Natl Acad Sci. USA 
74: 5463. It is also contemplated that any of a variety of automated sequencing procedures 
can be utilized when performing the diagnostic assays (see, e.g., Naeve, et al 9 1995. 
Biotechniques 19: 448), including sequencing by mass spectrometry (see, e.g^ PCT 
30 International Publication No. WO 94/16101 ; Cohen, etal., 1996. Adv. Chromatography 36: 
127-162; and Griffin, et al. y 1993. Appl Biochem. Biotechnol 38: 147-159). 

Other methods for detecting mutations in the NOVX gene include methods in which 
protection from cleavage agents is used to detect mismatched bases in RNA/RNA or 
RNA/DNA heteroduplexes. See, eg, Myers, et al, 1985. Science 230: 1242. hi general, the 
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art technique of "mismatch cleavage" starts by providing heteroduplexes of formed by 
hybridizing (labeled) RNA or DNA containing the wild-type NOVX sequence with potentially 
mutant RNA or DNA obtained from a tissue sample. The double-stranded duplexes are 
treated with an agent that cleaves single-stranded regions of the duplex such as which will 
5 exist due to basepair mismatches between the control and sample strands. For instance, 
RNA/DNA duplexes can be treated with RNase and DNA/DNA hybrids treated with Si 
nuclease to enzymatically digesting the mismatched regions. In other embodiments, either 
DNA/DNA or RNA/DNA duplexes can be treated with hydroxylamine or osmium tetroxide 
and with piperidine in order to digest mismatched regions. After digestion of the mismatched 

10 regions, the resulting material is then separated by size on denaturing polyacrylamide gels to 
determine the site of mutation. See, e.g., Cotton, et al, 1988. Proc. Natl Acad. Sci. USA 85: 
4397; Saleeba, et al, 1992. Methods Enzymol 217: 286-295. In an embodiment, the control 
DNA or RNA can be labeled for detection. | 

In still another embodiment, the mismatch cleavage reaction employs one or more 

1 5 proteins that recognize mismatched base pairs in double-stranded DNA (so called "DNA 
mismatch repair" enzymes) in defined systems for detecting and mapping point mutations in 
NOVX cDNAs obtained from samples of cells. For example, the mutY enzyme ofi?. coli 
cleaves A at G/A mismatches and the thymidine DNA glycosylase from HeLa cells cleaves T 
at G/T mismatches. See, e.g, Hsu, etal, 1994. Carcinogenesis 15: 1657-1662. According to 

20 an exemplary embodiment, a probe based on an NOVX sequence, eg., a wild-type NOVX 
sequence, is hybridized to a cDNA or other DNA product from a test cell(s). The duplex is 
treated with a DNA mismatch repair enzyme, and the cleavage products, if any, can be 
detected from electrophoresis protocols or the like. See, e.g, U.S. Patent No. 5,459,039. 

In other embodiments, alterations in electrophoretic mobility will be used to identify 

25 mutations in NOVX genes. For example, single strand conformation polymorphism (SSCP) 
may be used to detect differences in electrophoretic mobility between mutant and wild type 
nucleic acids. See, e.g r , Orita, et al, 1989. Proc Natl Acad. Sci. USA: 86: 2766; Cotton, 
1993. Mutat. Res. 285: 125-144; Hayashi, 1992. Genet Anal Tech. Appl 9: 73-79. 
Single-stranded DNA fragments of sample and control NOVX nucleic acids will be denatured 

30 and allowed to renature. The secondary structure of single-stranded nucleic acids varies 

according to sequence, the resulting alteration in electrophoretic mobility enables the detection 
of even a single base change. The DNA fragments may be labeled or detected with labeled 
probes. The sensitivity of the assay may be enhanced by using RNA (rather than DNA), in 
which the secondary structure is more sensitive to a change in sequence. In one embodiment, 
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the subject method utilizes heteroduplex analysis to separate double stranded heteroduplex 
molecules on the basis of changes in electrophoretic mobility. See, eg., Keen, et aL, 1991. 
Trends Genet 7: 5. 

In yet another embodiment, the movement of mutant or wild-type fragments in 
5 polyacrylamide gels containing a gradient of denaturant is assayed using denaturing gradient 
gel electrophoresis (DGGE). See, e.g, Myers, et at, 1985. Nature 313: 495. When DGGE is 
used as the method of analysis, DNA will be modified to insure that it does not completely 
denature, for example by adding a GC clamp of approximately 40 bp of high-melting GC-rich 
DNA by PCR. In a further embodiment, a temperature gradient is used in place of a 

1 0 denaturing gradient to identify differences in the mobility of control and sample DNA. See, 
e.g, Rosenbaum andReissner, 1987. Biophys. Chem. 265: 12753. 

Examples of other techniques for detecting point mutations include, but are not limited 
to, selective oligonucleotide hybridization, selective amplification, or selective primer 
extension. For example, oligonucleotide primers may be prepared in which the known 

15 mutation is placed centrally and then hybridized to target DNA under conditions that permit 
hybridization only if a perfect match is found. See, e.g., SaM,etaL, 1986. Nature 324: 163; 
Saiki, et aL, 1989. Proa Natl Acad. Set, USA 86: 6230. Such allele specific oligonucleotides 
are hybridized to PCR amplified target DNA or a number of different mutations when the 
oligonucleotides are attached to the hybridizing membrane and hybridized with labeled target 

20 DNA. 

Alternatively, allele specific amplification technology that depends on selective PCR 
amplification may be used in conjunction with the instant invention. Oligonucleotides used as 
primers for specific amplification may carry the mutation of interest in the center of the 
molecule (so that amplification depends on differential hybridization; see, e.g, Gibbs, et al. 9 

25 1989. Nucl Adds Res. 17: 2437-2448) or at the extreme 3'-terminus of one primer where, 

under appropriate conditions, mismatch can prevent, or reduce polymerase extension (see, eg, 
Prossner, 1993. Tibteck 11:238). In addition it may be desirable to introduce a novel 
restriction site in the region of the mutation to create cleavage-based detection. See, e.g., 
Gasparini, et at, 1992. Mol Cell Probes 6: 1. It is anticipated that in certain embodiments 

30 amplification may also be performed using Taq ligase for amplification. See, e.g., Barany, 
1991. Proa Natl Acad. Sci. USA 88: 189. In such cases, ligation will occur only if there is a 
perfect match at the ^-terminus of the 5' sequence, making it possible to detect the presence of 
a known mutation at a specific site by looking for the presence or absence of amplification. 
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The methods described herein may be performed, for example, by utilizing 
pre-packaged diagnostic kits comprising at least one probe nucleic acid or antibody reagent 
described herein, which may be conveniently used, e.g., in clinical settings to diagnose 
patients exhibiting symptoms or family history of a disease or illness involving an NOVX 
5 gene. 

Furthermore, any cell type or tissue, preferably peripheral blood leukocytes, in which 
NOVX is expressed may be utilized in the prognostic assays described herein. However, any 
biological sample containing nucleated cells may be used, including, for example, buccal 
mucosal cells. 

10 

Pharmacogenomics 

Agents, or modulators that have a stimulatory or inhibitory effect on NOVX activity 
(e.g., NOVX gene expression), as identified by a screening assay described herein can be 
administered to individuals to treat (prophylactically or therapeutically) disorders [the 

1 5 disorders include developmental disorders, endocrine disorders, vascular disorders, infectious 
disease, anorexia, cancer, neurodegenerative disorders, lung disorders, reproductive disorders, 
Alzheimer's Disease, Parkinson's Disease, immune disorders, and hematopoietic disorders, or 
other disorders related to cell signal processing and metabolic pathway modulation, and 
various cancers, and infectious disease (possesses anti-microbial activity)]. In conjunction 

20 with such treatment, the pharmacogenomics (/.<?., the study of the relationship between an 
individual's genotype and that individual's response to a foreign compound or drug) of the 
individual may be considered. Differences in metabolism of therapeutics can lead to severe 
toxicity or therapeutic failure by altering the relation between dose and blood concentration of 
the pharmacologically active drug. Thus, the pharmacogenomics of the individual permits the 

25 selection of effective agents (e.g. , drugs) for prophylactic or therapeutic treatments based on a 
consideration of the individual's genotype. Such pharmacogenomics can further be used to 
determine appropriate dosages and therapeutic regimens. Accordingly, the activity of NOVX 
protein, expression of NOVX nucleic acid, or mutation content of NOVX genes in an 
individual can be determined to thereby select appropriate agent(s) for therapeutic or 

30 prophylactic treatment of the individual. 

Pharmacogenomics deals with clinically significant hereditary variations in the 
response to drugs due to altered drug disposition and abnormal action in affected persons. See 
e.g 9 Eichelbaum, 1996. Clin. Exp. Pharmacol Physiol, 23: 983-985; Under, 1997. Clin. 
Chem., 43: 254-266. In general, two types of pharmacogenetic conditions can be 
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differentiated. Genetic conditions transmitted as a single factor altering the way drugs act on 
the body (altered drug action) or genetic conditions transmitted as single factors altering the 
way the body acts on drugs (altered drug metabolism). These pharmacogenetic conditions can 
occur either as rare defects or as polymorphisms. For example, glucose-6-phosphate 
dehydrogenase (G6PD) deficiency is a common inherited enzymopathy in which the main 
clinical complication is hemolysis after ingestion of oxidant drugs (anti-malarials, 
sulfonamides, analgesics, nitrofurans) and consumption of fava beans. 

As an illustrative embodiment, the activity of drug metabolizing enzymes is a major 
determinant of both the intensity and duration of drug action. The discovery of genetic 
polymorphisms of drug metabolizing enzymes (e.g., N-acetyltransferase 2 (NAT 2) and 
cytochrome P450 enzymes CYP2D6 and CYP2C19) has provided an explanation as to why 
some patients do not obtain the expected drug effects or show exaggerated drug response and 
serious toxicity after taking the standard and safe dose of a drug. These polymorphisms are 
expressed in two phenotypes in the population, the extensive metabolizer (EM) and poor 
metabolizer (PM). The prevalence of PM is different among different populations. For 
example, the gene coding for CYP2D6 is highly polymorphic and several mutations have been 
identified in PM, which all lead to the absence of functional CYP2D6. Poor metabolizers of 
CYP2D6 and CYP2C19 quite frequently experience exaggerated drug response and side 
effects when they receive standard doses. If a metabolite is the active therapeutic moiety, PM 
show no therapeutic response, as demonstrated for the analgesic effect of codeine mediated by 
its CYP2D6-formed metabolite morphine. At the other extreme are the so called ultra-rapid 
metabolizers who do not respond to standard doses. Recently, the molecular basis of 
ultra-rapid metabolism has been identified to be due to CYP2D6 gene amplification. 

Thus, the activity of NOVX protein, expression of NOVX nucleic acid, or mutation 
content of NOVX genes in an individual can be determined to thereby select appropriate 
agent(s) for therapeutic or prophylactic treatment of the individual. In addition, 
pharmacogenetic studies can be used to apply genotyping of polymorphic alleles encoding 
dmg-metabolizing enzymes to the identification of an individual's drug responsiveness 
phenotype. This knowledge, when applied to dosing or drug selection, can avoid adverse 
reactions or therapeutic failure and thus enhance therapeutic or prophylactic efficiency when 
treating a subject with an NOVX modulator, such as a modulator identified by one of the 
exemplary screening assays described herein. 
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Monitoring of Effects During Clinical Trials 

Monitoring the influence of agents (e.g, drugs, compounds) on the expression or 
activity of NOVX (e.g., the ability to modulate aberrant cell proliferation and/or 
5 differentiation) can be applied not only in basic drug screening, but also in clinical trials. For 
example, the effectiveness of an agent detennined by a screening assay as described herein to 
increase NOVX gene expression, protein levels, or upregulate NOVX activity, can be 
monitored in clinical trails of subjects exhibiting decreased NOVX gene expression, protein 
levels, or downregulated NOVX activity. Alternatively, the effectiveness of an agent 
10 determined by a screening assay to decrease NOVX gene expression, protein levels, or 
downregulate NOVX activity, can be monitored in clinical trails of subjects exhibiting 
increased NOVX gene expression, protein levels, or upregulated NOVX activity. In such 
clinical trials, the expression or activity of NOVX and, preferably, other genes that have been 
implicated in, for example, a cellular proliferation or immune disorder can be used as a "read 
15 out" or markers of the immune responsiveness of a particular cell. 

By way of example, and not of limitation, genes, including NOVX, that are modulated 
in cells by treatment with an agent {e.g., compound, drug or small molecule) that modulates 
NOVX activity (e.g., identified in a screening assay as described herein) can be identified. 
Thus, to study the effect of agents on cellular proliferation disorders, for example, in a clinical 
20 trial, cells can be isolated and RNA prepared and analyzed for the levels of expression of 

NOVX and other genes implicated in the disorder. The levels of gene expression (i.e., a gene 
expression pattern) can be quantified by Northern blot analysis or RT-PCR, as described 
herein, or alternatively by measuring the amount of protein produced, by one of the methods 
as described herein, or by measuring the levels of activity of NOVX or other genes. In this 
25 manner, the gene expression pattern can serve as a marker, indicative of the physiological 
response of the cells to the agent. Accordingly, this response state may be detennined before, 
and at various points during, treatment of the individual with the agent 

In one embodiment, the invention provides a method for monitoring the effectiveness 
of treatment of a subject with an agent (eg., an agonist, antagonist, protein, peptide, 
30 peptidomimetic, nucleic acid, small molecule, or other drug candidate identified by the 

screening assays described herein) comprising the steps of (0 obtaining a pre-adnnnistration 
sample from a subject prior to administration of the agent; (ii) detecting the level of expression 
of an NOVX protein, mRNA, or genomic DNA in the preadministration sample; (m) obtaining 
one or more post-ao^ninistration samples from the subject; (rv) detecting the level of 
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expression or activity of the NOVX protein, mRNA, or genomic DNA in the 
post-administration samples; (v) comparing the level of expression or activity of the NOVX 
protein, mRNA, or genomic DNA in the pre-administration sample with the NOVX protein, 
mRNA, or genomic DNA in the post administration sample or samples; and (vi) altering the 
5 administration of the agent to the subject accordingly. For example, increased administration 
of the agent may be desirable to increase the expression or activity of NOVX to higher levels 
than detected, to increase the effectiveness of the agent Alternatively, decreased 
administration of the agent may be desirable to decrease expression or activity of NOVX to 
lower levels than detected, ie. 9 to decrease the effectiveness of the agent 

10 Methods of Treatment 

The invention provides for both prophylactic and therapeutic methods of treating a 
subject at risk of (or susceptible to) a disorder pr having a disorder associated with aberrant 
NOVX expression or activity. The disorders include endocrine disorders; developmental 
disorders; gastrointestinal diseases; lung diseases; respiratory disorders; vascular diseases; 

1 5 blood disorders; autoimmune and immune disorders; multiple sclerosis; inflammatory 

disorders and Hepatitis C; Trauma; regeneration (in vitro and in vivo); viral/bacterial/parasitic 
infections; hyperthyroidism; hypothyroidism; endometriosis; fertility; angiogenesis; 
hypertension; stroke; ischemia; arteriosclerosis; aneurysms; stroke; and bleeding disorders; 
Bare lymphocytic syndrome; type II; hereditary spherocytosis; elliptocytosis; 

20 pyropoikilocytosis; hemolytic anemia; Werner syndrome (scleroderma-like skin changes); 

juvenile rheumatoid arthritis; Graves disease; wound healing; X-linked mental retardation; and 
fertility disorders; psychotic and neurological disorders; neuronal degeneration; including but 
not limited to Parkinson's and Alzheimer's Disease; dysplastic nevi and cancer; including but 
not limited to; glioma; leukemia; melanoma; pancreatic adenocarcinoma; non-Hodgkin's 

25 lymphoma; renal cancer; hepatocellular carcinomas; and myeloid leukemia lung or breast 
cancer, and other diseases, disorders and conditions of the like. 

These methods of treatment will be discussed more fully, below. 

Disease and Disorders 

30 Diseases and disorders that are characterized by increased (relative to a subject not 

suffering from the disease or disorder) levels or biological activity may be treated with 
Therapeutics that antagonize (i.e., reduce or inhibit) activity. Therapeutics that antagonize 
activity may be administered in a therapeutic or prophylactic manner. Therapeutics that may 
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be utilized include, but are not limited to: (0 an aforementioned peptide, or analogs, 
derivatives, fragments or homologs thereof; (ii) antibodies to an aforementioned peptide; (Hi) 
nucleic acids encoding an aforementioned peptide; (iv) adininistration of antisense nucleic acid 
and nucleic acids that are "dysfunctional" (i.e., due to a heterologous insertion within the 
5 coding sequences of coding sequences to an aforementioned peptide) that are utilized to 

"knockout" endogenous function of an aforementioned peptide by homologous recombination 
(see, e.g., Capecchi, 1989. Science 244: 1288-1292); or (v) modulators ( le., inhibitors, 
agonists and antagonists, including additional peptide mimetic of the invention or antibodies 
specific to a peptide of the invention) that alter the interaction between an aforementioned 

1 0 peptide and its binding partner. 

Diseases and disorders that are characterized by decreased (relative to a subject not 
suffering from the disease or disorder) levels or biological activity may be treated with 
Therapeutics that increase (i.e., are agonists to) activity. Therapeutics that upregulate activity 
may be administered in a therapeutic or prophylactic manner. Therapeutics that may be 

1 5 utilized include, but are not limited to, an aforementioned peptide, or analogs, derivatives, 
fragments or homologs thereof, or an agonist that increases bioavailability. 

Increased or decreased levels can be readily detected by quantifying peptide and/or 
RNA, by obtaining a patient tissue sample (e.g., from biopsy tissue) and assaying it in vitro for 
RNA or peptide levels, structure and/or activity of the expressed peptides (or mRNAs of an 

20 aforementioned peptide). Methods that are well-known within the art include, but are not 
limited to, immunoassays (e.g. s by Western blot analysis, immunoprecipitation followed by 
sodium dodecyl sulfate (SDS) polyacrylamide gel electrophoresis, immunocytochemistry, etc.) 
and/or hybridization assays to detect expression of mRNAs (e.g„ Northern assays, dot blots, in 
situ hybridization, and the like). 

25 

Prophylactic Methods 

In one aspect, the invention provides a method for preventing, in a subject, a disease or 
condition associated with an aberrant NOVX expression or activity, by administering to the 
subject an agent that modulates NOVX expression or at least one NOVX activity. Subjects at 
30 risk for a disease that is caused or contributed to by aberrant NOVX expression or activity can 
be identified by, for example, any or a combination of diagnostic or prognostic assays as 
described herein. Administration of a prophylactic agent can occur prior to the manifestation 
of symptoms characteristic of the NOVX aberrancy, such that a disease or disorder is 
prevented or, alternatively, delayed in its progression. Depending upon the type of NOVX 
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aberrancy, for example, an NOVX agonist or NOVX antagonist agent can be used for treating 
the subject. The appropriate agent can be determined based on screening assays described 
herein. The prophylactic methods of the invention are further discussed in the following 
subsections. 



Therapeutic Methods 

Another aspect of the invention pertains to methods of modulating NOVX expression 
or activity for therapeutic purposes. The modulatory method of the invention involves 
contacting a cell with an agent that modulates one or more of the activities of NOVX protein 
activity associated with the cell. An agent that modulates NOVX protein activity can be an 
agent as described herein, such as a nucleic acid or a protein, a naturally-occurring cognate 
hgand of an NOVX protein, a peptide, an NOVX peptidomimetic, or other small molecule. In 
one embodiment, the agent stimulates one or more NOVX protein activity. Examples of such 
stimulatory agents include active NOVX protein and a nucleic acid molecule encoding NOVX 
that has been introduced into the cell. In another embodiment, the agent inhibits one or more 
NOVX protein activity. Examples of such inhibitory agents include antisense NOVX nucleic 
acid molecules and anti-NOVX antibodies. These modulatory methods can be performed in 
vitro (e.g., by culturing the cell with the agent) or, alternatively, in vivo (e.g. y by administering 
the agent to a subject). As such, the invention provides methods of treating an individual 
afflicted with a disease or disorder characterized by aberrant expression or activity of an 
NOVX protein or nucleic acid molecule. In one embodiment, the method involves 
admimstering an agent (e.g., an agent identified by a screening assay described herein), or 
combination of agents that modulates (e.g., up-regulates or down-regulates) NOVX expression 
or activity, m another embodiment, the method involves administering an NOVX protein or 
nucleic acid molecule as therapy to compensate for reduced or aberrant NOVX expression or 
activity. 

Stimulation of NOVX activity is desirable in situations in which NOVX is abnormally 
downregulated and/or in which increased NOVX activity is likely to have a beneficial effect. 
One example of such a situation is where a subject has a disorder characterized by aberrant 
cell proliferation and/or differentiation (e.g., cancer or immune associated disorders). Another 
example of such a situation is where the subject has a gestational disease (e.g, preclampsia). 
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Determination of the Biological Effect of the Therapeutic 

In various embodiments of the invention, suitable in vitro or in vivo assays are 
perfoimed to determine the effect of a specific Therapeutic and whether its administration is 
indicated for treatment of the affected tissue. 

5 In various specific embodiments, in vitro assays may be perfoimed with representative 

cells of the type(s) involved in the patient's disorder, to determine if a given Therapeutic exerts 
the desired effect upon the cell type(s). Compounds for use in therapy may be tested in 
suitable animal model systems including, but not limited to rats, mice, chicken, cows, 
monkeys, rabbits, and the like, prior to testing in human subjects. Similarly, for in vivo 

10 testing, any of the animal model system known in the art may be used prior to administration 
to human subjects. 

Prophylactic and Therapeutic Uses of the Compositions of the Invention 

The NOVX nucleic acids and proteins of the invention are useful in potential 
prophylactic and therapeutic applications implicated in a variety of disorders including, but not 
1 5 limited to: developmental disorders, endocrine disorders, vascular disorders, infectious 

disease, anorexia, cancer, neurodegenerative disorders, lung disorders, reproductive disorders, 
Alzheimer's Disease, Parkinson's Disease, immune and autoimmune disorders, and 
hematopoietic disorders, or other disorders related to cell signal processing and metabolic 
pathway modulation. 

20 As an example, a cDNA encoding the NOVX protein of the invention may be useful in 

gene therapy, and the protein may be useful when administered to a subject in need thereof. 
By way of non-limiting example, the compositions of the invention will have efficacy for 
treatment of patients suffering from: developmental disorders, endocrine disorders, vascular 
disorders, infectious disease, anorexia, cancer, neurodegenerative disorders, lung disorders, 

25 reproductive disorders, Alzheimer's Disease, Parkinson's Disease, immune and autoimmune 
disorders, and hematopoietic disorders, or other disorders related to cell signal processing and 
metabolic pathway modulation. 

Both the novel nucleic acid encoding the NOVX protein, and the NOVX protein of the 
invention, or fragments thereof, may also be useful in diagnostic applications, wherein the 

30 presence or amount of the nucleic acid or the protein are to be assessed. A further use could 
be as an anti-bacterial molecule (i.e., some peptides have been found to possess anti-bacterial 
properties). These materials are further useful in the generation of antibodies which 
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the target probe) were set up using IX TaqMan™ PGR Master Mix for the PE Biosystems 
7700, with 5 mM MgC12, dNTPs (dA, G, C, U at 1:1:1:2 ratios), 0.25 U/ml AmpliTaq Gold™ 
(PE Biosystems), and 0.4 U/|d RNase inhibitor, and 0.25 U/^l reverse transcriptase. Reverse 
transcription was performed at 48° C for 30 minutes followed by amplification/PCR cycles as 
follows: 95° C 10 min, then 40 cycles of 95° C for 15 seconds, 60° C for 1 minute. Results 
were recorded as CT values (cycle at which a given sample crosses a threshold level of 
fluorescence) using a log scale, with the difference in RNA concentration between a given 
sample and the sample with the lowest CT value being represented as 2 to the power of delta 
CT. The percent relative expression is then obtained by taking the reciprocal of this RNA 
difference and multiplying by 100. 

In the results for Panel 1, the following abbreviations are used: 

ca. = carcinoma, 

* = established from metastasis, 

met — metastasis, 

s cell var = small cell variant, 

non-s = non-sm = non-small, 

squam = squamous, 

pL eff = pi effusion = pleural eflusion, 

glio = glioma, 

astro — astrocytoma, and 

neuro = neuroblastoma. 

Panel 2 

The plates for Panel 2 generally include 2 control wells and 94 test samples composed 
of RNA or cDNA isolated from human tissue procured by surgeons working in close 
cooperation with the National Cancer Institute's Cooperative Human Tissue Network (CHTN) 
or the National Disease Research Initiative (NDRI). The tissues are derived from human 
malignancies and in cases where indicated many malignant tissues have "matched margins'' 
obtained from noncancerous tissue just adjacent to the tumor. These are termed normal 
adjacent tissues and are denoted "NAT" in the results below. The tumor tissue and the 
"matched margins" are evaluated by two independent pathologists (the surgical pathologists 
and again by a pathologists at NDRI or CHTN). This analysis provides a gross 
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histopathological assessment of tumor differentiation grade. Moreover, most samples include 
the original surgical pathology report that provides information regarding the clinical stage of 
the patient These matched margins are taken from the tissue surrounding (i.e. immediately 
proximal) to the zone of surgery (designated <C NAT", for normal adjacent tissue, in Table RR). 
5 In addition, RNA and cDNA samples were obtained from various human tissues derived from 
autopsies performed on elderly people or sudden death victims (accidents, etc.). These tissues 
were ascertained to be free of disease and were purchased from various commercial sources 
such as Clontech (Palo Alto, CA), Research Genetics, and Invitrogen. 

RNA integrity from all samples is controlled for quality by visual assessment of 
10 agarose gel electropherograms using 28S and 18S ribosomal RNA staining intensity ratio as a 
guide (2:1 to 2.5:1 28s:18s) and the absence of low molecular weight RNAs that would be 
indicative of degradation products. Samples are controlled against genomic DNA 
contamination by RTQ PCR reactions run in the absence of reverse transcriptase using probe 
and primer sets designed to amplify across the span of a single exon. 

15 

Panel 3D 

The plates of Panel 3D are comprised of 94 cDNA samples and two control samples. 
Specifically, 92 of these samples are derived from cultured human cancer cell lines, 2 samples 
of human primary cerebellar tissue and 2 controls. The human cell lines are generally 

20 obtained from ATCC (American Type Culture Collection), NCI or the German tumor cell 
bank and fall into the following tissue groups: Squamous cell carcinoma of the tongue, breast 
cancer, prostate cancer, melanoma, epidermoid carcinoma, sarcomas, bladder carcinomas, 
pancreatic cancers, kidney cancers, leukemiasAymphomas, ovarian/uterine/cervical, gastric, 
colon, lung and CNS cancer cell lines. In addition, there are two independent samples of 

25 cerebellum. These cells are all cultured under standard recommended conditions and RNA 
extracted using the standard procedures. The cell lines in panel 3D and 1 .3D are of the most 
common cell lines used in the scientific literature. 

RNA integrity from all samples is controlled for quality by visual assessment of 
agarose gel electropherograms using 28S and 1 8S ribosomal RNA staining intensity ratio as a 

30 guide (2:1 to 2.5:1 28s:18s) and the absence of low molecular weight RNAs that would be 
indicative of degradation products. Samples are controlled against genomic DNA 
contamination by RTQ PCR reactions run in the absence of reverse transcriptase using probe 
and primer sets designed to amplify across the span of a single exon. 
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Panel 4 

Panel 4 includes samples on a 96 well plate (2 control wells, 94 test samples) 
composed of RNA (Panel 4r) or cDNA (Panel 4d) isolated from various human cell lines or 
tissues related to inflammatory conditions. Total RNA from control normal tissues such as 

5 colon and lung (Stratagene ,La Jolla, CA) and thymus and kidney (Clontech) were employed 
Total RNA from liver tissue from cirrhosis patients and kidney from lupus patients was 
obtained from BioChain (Biochain Institute, Inc., Hayward, CA). Intestinal tissue for RNA 
preparation from patients diagnosed as having Crohn's disease and ulcerative colitis was 
obtained from the National Disease Research Interchange (NDRI) (Philadelphia, PA). 

10 Astrocytes, lung fibroblasts, dermal fibroblasts, coronary artery smooth muscle cells, 

small airway epithelium, bronchial epithelium, microvascular dermal endothelial cells, 
microvascular lung endothelial cells, human pulmonary aortic endothelial cells, human 
umbilical vein endothelial cells were all purchased from Clonetics (Walkers ville, MD) and 
grown in the media supplied for these cell types by Clonetics. These primary cell types were 

15 activated with various cytokines or combinations of cytokines for 6 and/or 12-14 hours, as 
indicated. The following cytokines were used; IL-1 beta at approximately 1-5 ng/ml, TNF 
alpha at approximately 5-10 ng/ml, IFN gamma at approximately 20-50 ng/ml, IL-4 at 
approximately 5-10 ng/ml, IL-9 at approximately 5-10 ng/ml, IL-13 at approximately 5-10 
ng/ml. Endothelial cells were sometimes starved for various times by culture in the basal 

20 media from Clonetics with 0. 1% serum. 

Mononuclear cells were prepared from blood of employees at CuraGen Corporation, 
using Ficoll. LAK cells were prepared from these cells by culture in DMEM 5% FCS 
(Hyclone), 100 |xM non essential amino acids (Gibco/Life Technologies, Rockville, MD), 1 
mM sodium pyruvate (Gibco), mercaptoethanol 5.5 x 10" 5 M (Gibco), and 10 mM Hepes 

25 (Gibco) and Interleukin 2 for 4-6 days. Cells were then either activated with 10-20 ng/ml 

PMA and 1-2 |ig/ml ionomycin, IL-12 at 5-10 ng/ml, IFN gamma at 20-50 ng/ml and IL-18 at 
5-10 ng/ml for 6 hours. In some cases, mononuclear cells were cultured for 4-5 days in 
DMEM 5% FCS (Hyclone), 100 yM non essential amino acids (Gibco), 1 mM sodium 
pyruvate (Gibco), mercaptoethanol 5.5 x 10" 5 M (Gibco), and 10 mM Hepes (Gibco) with 

30 PHA (phytohemagglutinin) or PWM (pokeweed mitogen) at approximately 5 ^ig/ml. Samples 
were taken at 24, 48 and 72 hours for RNA preparation. MLR (mixed lymphocyte reaction) 
samples were obtained by taking blood from two donors, isolating the mononuclear cells using 
Ficoll and mixing the isolated mononuclear cells 1:1 at a final concentration of approximately 
2x1 0 6 cells/ml in DMEM 5% FCS (Hyclone), 100 \M non essential amino acids (Gibco), 1 
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mM sodium pyruvate (Gibco), mercaptoethanol (5.5 x 10" 5 M) (Gibco), and 10 mM Hepes 
(Gibco). The MLR was cultured and samples taken at various time points ranging from 1- 7 
days for RNA preparation* 

Monocytes were isolated from mononuclear cells using CD 14 Miltenyi Beads, +ve VS 
5 selection columns and a Vario Magnet according to the manufacturer's instructions. 

Monocytes were differentiated into dendritic cells by culture in DMEM 5% fetal calf serum 
(FCS) (Hyclone, Logan, UT), 100 pM non essential amino acids (Gibco), 1 mM sodium 
pyruvate (Gibco), mercaptoethanol 5.5 x 10" 5 M (Gibco), and 10 mM Hepes (Gibco), 50 ng/ml 
GMCSF and 5 ng/ml DL-4 for 5-7 days. Macrophages were prepared by culture of monocytes 

10 for 5-7 days in DMEM 5% FCS (Hyclone), 100 pM non essential amino acids (Gibco), 1 mM 
sodium pyruvate (Gibco), mercaptoethanol 5.5 x 10" 5 M (Gibco), 10 mM Hepes (Gibco) and 
10% AB Human Serum or MCSF at approximately 50 ng/ml. Monocytes, macrophages and 
dendritic cells were stimulated for 6 and 12-14 hours with lipopolysaccharide (LPS) at 100 
ng/ml. Dendritic cells were also stimulated with anti-CD40 monoclonal antibody 

15 (Pharmingen) at 10 jig/ml for 6 and 12-14 hours. 

CD4 lymphocytes, CD8 lymphocytes and NK cells were also isolated from 
mononuclear cells using CD4, CD8 and CD56 Miltenyi beads, positive VS selection columns 
and a Vario Magnet according to the manufacturer's instructions. CD45RA and CD45RO CD4 
lymphocytes were isolated by depleting mononuclear cells of CD8, CD56, CD14 and CD19 

20 cells using CD8, CD56, CD14 and CD19 Miltenyi beads and positive selection. Then 

CD45RO beads were used to isolate the CD45RO CD4 lymphocytes with the remaining cells 
being CD45RA CD4 lymphocytes. CD45RA CD4, CD45RO CD4 and CD8 lymphocytes 
were placed in DMEM 5% FCS (Hyclone), 100 pM non essential amino acids (Gibco), 1 mM 
sodium pyruvate (Gibco), mercaptoethanol 5.5 x 10" 5 M (Gibco), and 10 mM Hepes (Gibco) 

25 and plated at 10 6 cells/ml onto Falcon 6 well tissue culture plates that had been coated 

overnight with 0.5 pg/ml anti-CD28 (Pharmingen) and 3 ug/ml anti-CD3 (OKT3, ATCC) in 
PBS. After 6 and 24 hours, the cells were harvested for RNA preparation. To prepare 
chronically activated CD8 lymphocytes, we activated the isolated CD8 lymphocytes for 4 days 
on anti-CD28 and anti-CD3 coated plates and then harvested the cells and expanded them in 

30 DMEM 5% FCS (Hyclone), 100 pM non essential amino acids (Gibco), 1 mM sodium 

pyruvate (Gibco), mercaptoethanol 5.5 x 10~ 5 M (Gibco), and 10 mM Hepes (Gibco) and IL~2. 
The expanded CD8 cells were then activated again with plate bound anti-CD3 and anti-CD28 
for 4 days and expanded as before. RNA was isolated 6 and 24 hours after the second 
activation and after 4 days of the second expansion culture. The isolated NK cells were 
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cultured in DMEM 5% FCS (Hyclone), 100 ^M non essential amino acids (Gibco), 1 xnM 
sodium pyruvate (Gibco), mercaptoethanol 5.5 x 10" 5 M (Gibco), and 10mM Hepes (Gibco) 
and IL-2 for 4-6 days before RNA was prepared. 

To obtain B cells, tonsils were procured from NDRL The tonsil was cut up with sterile 
5 dissecting scissors and then passed through a sieve. Tonsil cells were then spun down and 
resupended at 10 6 cells/ml in DMEM 5% FCS (Hyclone), 100 nM non essential amino acids 
(Gibco), 1 mM sodium pyruvate (Gibco), mercaptoethanol 5.5 x 10~ 5 M (Gibco), and 10 mM 
Hepes (Gibco). To activate the cells, we used PWM at 5 ng/ml or anti-CD40 (Phanningen) at 
approximately 10 jig/ml and IL~4 at 5-10 ng/ml. Cells were harvested for RNA preparation at 
10 24,48 and 72 hours. 

To prepare the primary and secondary Thl/Th2 and Trl cells, six-well Falcon plates 
were coated overnight with 10 ng/ml anti-CD28 (Phanningen) and 2 ^g/ml OKT3 (ATCC), 
and then washed twice with PBS. Umbilical cord blood CD4 lymphocytes (Poietic Systems, 

5 6 

German Town, MD) were cultured at 10 -10 cells/ml in DMEM 5% FCS (Hyclone), 100 \*M 

15 non essential amino acids (Gibco), 1 mM sodium pyruvate (Gibco), mercaptoethanol 5.5 x 10" 
5 M (Gibco), 10 mM Hepes (Gibco) and TL-2 (4 ng/ml). IL-12 (5 ng/ml) and anti-IL4 (1 
jig/ml) were used to direct to Thl, while EL-4 (5 ng/ml) and anti-IFN gamma (1 |ig/ml) were 
used to direct to Th2 and IL-10 at 5 ng/ml was used to direct to Trl. After 4-5 days, the 
activated Thl, Th2 and Trl lymphocytes were washed once in DMEM and expanded for 4-7 

20 days in DMEM 5% FCS (Hyclone), 100 pM non essential amino acids (Gibco), 1 mM sodium 
pyruvate (Gibco), mercaptoethanol 5.5 x 10" 5 M (Gibco), 10 mM Hepes (Gibco) and IL-2 (1 
ng/ml). Following this, the activated Thl, Th2 and Trl lymphocytes were re-stimulated for 5 
days with anti-CD28/OKT3 and cytokines as described above, but with the addition of anti- 
CD95L (1 ng/ml) to prevent apoptosis. After 4-5 days, the Thl, Th2 and Trl lymphocytes 

25 were washed and then expanded again with IL-2 for 4-7 days. Activated Thl and Th2 

lymphocytes were maintained in this way for a maximum of three cycles. RNA was prepared 
from primary and secondary Thl, Th2 and Trl after 6 and 24 hours following the second and 
third activations with plate bound anti-CD3 and anti-CD28 mAbs and 4 days into the second 
and third expansion cultures in Interleukin 2. 

30 The following leukocyte cells lines were obtained from the ATCC: Ramos, EOL-1, 

KU-812. EOL cells were further differentiated by culture in 0.1 mM dbcAMP at 5 xlO 5 
cells/ml for 8 days, changing the media every 3 days and adjusting the cell concentration to 5 
xlO 5 cells/ml. For the culture of these cells, we used DMEM or RPMI (as recommended by 
the ATCC), with the addition of 5% FCS (Hyclone), 100 jxM non essential amino acids 
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(Gibco), 1 mM sodium pyruvate (Gibco), mercaptoethanol 5.5 x 10" 5 M (Gibco), 10 mM 
Hepes (Gibco). RNA was either prepared from resting cells or cells activated with PMA at 10 
ng/ml and ionomycin at 1 ug/ml for 6 and 14 hours. Keratinocyte line CCD106 and an airway 
epithelial tumor line NCI-H292 were also obtained from Ihe ATCC. Both were cultured in 
DMEM 5% FCS (Hyclone), 100 uM non essential amino acids (Gibco), 1 mM sodium 
pyruvate (Gibco), mercaptoethanol 5.5 x 10' 5 M (Gibco), and 10 mM Hepes (Gibco). 
CCD1 106 cells were activated for 6 and 14 hours with approximately 5 ng/ml TNF alpha and 
1 ng/ml EL-1 beta, while NCI-H292 cells were activated for 6 and 14 hours with the following 
cytokines: 5 ng/ml BL-4, 5 ng/ml EL-9, 5 ng/ml IL-13 and 25 ng/ml EFN gamma. 

For these cell lines and blood cells, RNA was prepared by lysing approximately 10 7 
cells/ml using Trizol (Gibco BRL). Briefly, 1/10 volume of bromochloropropane (Molecular 
Research Corporation) was added to the RNA sample, vortexed and after 10 minutes at room 
temperature, the tubes were spun at 14,000 rpm in a Sorvall SS34 rotor. The aqueous phase 
was removed and placed in a 15 ml Falcon Tube. An equal volume of isopropanol was added 
and left at -20 degrees C overnight. The precipitated RNA was spun down at 9,000 rpm for 
15 min in a Sorvall SS34 rotor and washed in 70% ethanol. The pellet was redissolved in 300 
ul of RNAse-free water and 35 ul buffer (Promega) 5 pi DTT, 7 ul RNAsin and 8 ul DNAse 
were added. The tube was incubated at 37 degrees C for 30 minutes to remove contaminating 
genomic DNA, extracted once with phenol chloroform and re-precipitated with 1/10 volume 
of 3 M sodium acetate and 2 volumes of 100% ethanol. The RNA was spun down and placed 
in RNAse free water. RNA was stored at -80 degrees C. 

Panel CNSD.01 

The plates for Panel CNSD.01 include two control wells and 94 test samples 
comprised of cDNA isolated from postmortem human brain tissue obtained from the Harvard 
Brain Tissue Resource Center. Brains are removed from calvaria of donors between 4 and 24 
hours after death, sectioned by neuroanatomists, and frozen at -80°C in liquid nitrogen vapor. 
All brains are sectioned and examined by neuropathologists to confirm diagnoses with clear 
associated neuropathology. 

Disease diagnoses are taken from patient records. The panel contains two brains from 
each of the following diagnoses: Alzheimer's disease, Parkinson's disease, Huntington's 
disease, Progressive Supernuclear Palsy, Depression, and "Normal controls". Within each of 
these brains, the following regions are represented: cingulate gyrus, temporal pole, globus 
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palladus, substantia nigra, Brodman Area 4 (primary motor strip), Brodman Area 7 (parietal 
cortex), Brodman Area 9 (prefrontal cortex), and Brodman area 17 (occipital cortex). Not all 
brain regions are represented in all cases; e.g., Huntington's disease is characterized in part by 
neurodegeneration in the globus palladus, thus this region is impossible to obtain from 
5 confirmed Huntington's cases. Likewise Parkinson's disease is characterized by degeneration 
of the substantia nigra making this region more difficult to obtain. Normal control brains were 
examined for neuropathology and found to be free of any pathology consistent with 
neurodegeneration. 

RNA integrity from all samples is controlled for quality by visual assessment of 
10 agarose gel electropherograms using 28S and 18S ribosomal RNA staining intensity ratio as a 
guide (2: 1 to 2.5: 1 28s:18s) and the absence of low molecular weight RNAs that would be 
indicative of degradation products. Samples are controlled against genomic DNA 
contamination by RTQ PCR reactions run in the absence of reverse transcriptase using probe 
and primer sets designed to amplify across the span of a single exon. 

15 

In the labels employed to identify tissues in the CNS panel, the following abbreviations 
are used: 

PSP = Progressive supranuclear palsy 
Sub Nigra = Substantia nigra 
20 Glob Palladus= Globus palladus 

Temp Pole = Temporal pole 
Cing Gyr = Cingulate gyrus 
BA 4 = Brodman Area 4 

25 NOV1 (NOVla-c) 

Expression of gene NOVla (and its variants) was assessed using the primer-probe set 

Ag2445, described in Table 11. Results from RTQ-PCR runs are shown in Tables 12 and 13. 

Table 11. Probe Name Ag2445 

30 



Primprs 


Sequences 


TM 


Length 


Start 
Position 


SEQ XD 
NO: 


Forward 


5 1 - GCCCCACT CGGATACTTCT - 3 » 


59.1 


19 


34 


66 


Probe 


FAM- 5 1 - 

TACTCCTCT6CA6CCT6AAGCAGGCT- 3 • - 
TAMRA 


71.3 


26 


53 


67 


Reverse 


5 • -GGAATACTGTGGCCCAACA-3 ' 


59.4 


19 


111 


68 
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Table 12. Panel 1JD 



Tissue Name 


Relative Expression(%) 


Udrm4280f 
as2445 


13dtm4393f_ 
a£2445 


Liver adenocarcinoma 


0.0 


0.0 


Pancreas 


0.0 


0.0 


Pancreatic ca. CAP AN 2 


0.0 


0.0 


Adrenal gland 


0.0 


0.0 


Ihyroid 


0.0 


0.0 


Salivary gland 


11.4 


10.3 


Pituitary gland 


0.0 


0.0 


Brain (fetal) 


0.0 


0.0 


Brain (whole) 


0.0 


0.0 


Brain (amygdala) 


0.0 


0.0 


Brain (cerebellum) 


0.0 


0.0 


Brain (hippocampus) 


0.0 


0.0 


Brain (substantia nigra) 


0.0 


0.0 


Brain (thalamus) 


0.0 


0.0 


Cerebral Cortex 


0.0 


0.0 


Spinal cord 


0.0 


0.0 


CNS ca. (glio/astro) U87-MG 


0.0 


0.0 


CNS ca. (glio/astro) U-l 1 8-MG 


0.0 


0.0 


CNS ca. (astro) SW1783 


0.0 


0.0 


CNS ca * (neuro; met ) SK-N-AS 


0.0 


0.0 


CNS ca. (astro) SF-539 


0.0 


0.0 


CNS ca. (astro) SNB-75 


3.6 


0.0 


CNS ca. (glio) SNB-19 


0.0 


0.0 


CNSca.(glio)U251 


0.0 


0.0 


CNS ca. (glio) SF-295 


0.0 


0.0 


Heart (fetal) 


0.0 


0.0 


Heart 


0.0 


0.0 


Fetal Skeletal 


0.0 


0.0 


Skeletal muscle 


0.0 


0.0 


Bone marrow 


0.0 


0.0 


Thymus 


0.0 


0.0 


Spleen 


0.0 


0.0 


Lymph node 


0.0 


0.0 


Colorectal 


0.0 


0.0 


Stomach 


0.0 


0.0 


Small intestine 


0.0 


0.0 


Colon ca. SW480 


0.0 


0.0 


Colon ca * (SW480 met)SW620 


0.0 


0.0 


Colon ca. HT29 


0.0 


0.0 


Colon ca.HCT-1 16 


0.0 


10.8 


Colon ca. CaCo-2 


0.0 


0.0 


83219 CC Well to Mod Diff (OD03866) 


0.0 


0.0 
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Colon ca.HCC-2998 


0.0 


0.0 


Gastric ca.* (liver met) NCI-N87 


0.0 


o.o 


Bladder 


0.0 


0.0 


Trachea 


62.8 


66.0 


Kidney 


0.0 


0.0 


Kidney (fetal) 


0.0 


0.0 


Renal ca. 786-0 


0.0 


0.0 


Renal ca. A498 


0.0 


7.6 


Renal ca.RXF 393 


0.0 


0.0 


Renal ca. ACHN 


0.0 


0.0 


Renal ca. UO-31 


0.0 


0.0 


Renal ca. TK-10 


0.0 


0.0 


Liver 


0.0 


0.0 


liver (fetal) 


0.0 


0.0 


Liver ca. (hepatoblast) HepG2 


0.0 


0.0 


Lung 


59.5 


100.0 


Lung (fetal) 


3.7 


0.0 


Lung ca. (small cell) LX-1 


0.0 


0.0 


Lung ca. (small cell) NCI-H69 


0.0 


0.0 


Lung ca. (s.cell var.) SHP-77 


0.0 


0.0 


Lung ca. (large ceU)NCI-H460 


0.0 


0.0 


Lung ca. (non-sm. cell) A549 


1.4 


0.0 


Lung ca. (non-s.cell) NCI-H23 


0.0 


0.0 


Lung ca (non-s.cell) HOP-62 


0.0 


0.0 


Lung ca. (non-s.cl) NCI-H522 


0.0 


0.0 


Lung ca. (squam.) SW 900 


3.0 


0.0 


Lung ca. (squam.) NCI-H596 


0.0 


0.0 


Mammary gland 


2.7 


0.0 


Breast ca* (pi. effusion) MCF-7 


7.5 


5.8 


Breast ca* (pl.ef) MDA-MB-231 


0.0 


0.0 


Breast ca.* (pL effusion) T47D 


0.0 


0.0 


Breast ca. BT-549 


0.0 


0.0 


Breast ca. MDA-N 


0.0 


0.0 


Ovary 


0.0 


0.0 


Ovarian ca. OVCAR-3 


0.0 


0.0 


Ovarian ca. OVCAR-4 


0.0 


6.5 


Ovarian ca. OVCAR-5 


0.0 


0.0 


Ovarian ca. OVCAR-8 


0.0 


0.0 


Ovarian ca. IGROV-1 


0.0 


0.0 


Ovarian ca* (ascites) SK-OV-3 


6.1 


12.3 


Uterus 


0.0 


0.0 


Placenta 


100.0 


82.4 


Prostate 


12 


103 


Prostate ca.* (bone met)PC-3 


0.0 


0.0 


Testis 


0.0 


0.0 
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Melanoma Hs688(A).T 


0.0 


0.0 


Melanoma* (met) Hs688(B).T 


0.0 


0.0 


Melanoma UACC-62 


0.0 


0.0 


Melanoma M14 


0.0 


0.0 


Melanoma LOX IMVI 


0.0 


0.0 


Melanoma* (met) SK-MEL-5 


0.0 


0.0 


Adipose 


0.0 


0.0 



Table 13. Panel 2D 





Relative Expression 


(%) 




2dtm4281f_ 


2dtm4394f 


2dtm4590f_ 


Tissue Name 


ag2445 


ag2445 


ag2445 


Normal Colon GENPAK 061003 


1.6 


1.8 


3.3 


8321 9 CC WeD to Mod Diff fOD03866) 


0.0 


0.0 


0.0 


83220 CC NAT fOD03866) 


0.0 


0.0 


0.0 


83221 CC Gr.2 rectosigmoid fOD03868) 


0.0 


0.0 


0.0 


83222 CC NAT ( OD03868) 


0.0 


0.0 


0.0 


83235 CC Mod Diff fODO3920) 


0.0 


0.0 


0.0 


83236 CC NAT fODO3920^ 


0.0 


0.0 


0.0 


83237 CC Gr.2 ascend colon fOD03921) 


0.0 


0.0 


0.0 


83238 CC NAT fOD0392n 


0.0 


0.0 


0.0 


83241 CC from Partial Hepatectomv 
ODO4309) 


0.0 


vAJ 


0.0 


83242 Liver NAi (ODO430V) 


A A 

0.0 


n f\ 
U.U 


0 0 

\J-\J 


6/472 Colon mets to June (UjUU44oi-ui ) 


13.4 


A A 
4.4 


80 


87473 Lune NAI (UD044M-UZ} 


CA 1 

50.7 


3o.4 


49.3 


Normal Prostate Clontecn A+ o!>4o-i 


13.7 


O.O 


76 3 


84140 Prostate Cancer (UDU441U) 






4.7 


54141 xTOState JNAl \SJU\r***l\J) 


6.3 


6.2 


16.4 


87071 Prostate Cancer fOD04720-01) 


9.8 


28.1 


22.1 


87074 Prostate NAT rOD04720-02) 


29.7 


44.4 


22.4 


Normal Lung GENPAK 061010 


46.7 


503 


66.9 


83239 Lung Met to Muscle (OD04286) 


0.0 


0.0 


0.0 


83240 Muscle NAT fOD04286) 


0.0 


0.0 


0.0 


84136 Lung Malignant Cancer (OD03126) 


3.0 


7.6 


5.7 


84137 Lime NAT (0003126) 


31.6 


54.0 


56.6 


84871 Lung Cancer (OD04404) 


11.2 


10.6 


7.0 


84872 Lung NAT f OD04404) 


54.0 


253 


37.4 


84875 Lung Cancer (OD04565) 


16.4 


5.2 


32 


84876 Lung NAT ( OD04565) 


15.8 


35.8 


24.1 


85950 Lung Cancer fOD04237-0n 


0.0 


0.0 


2.0 


85970 Lung NAT COD04237-02) 


712 


74.2 


100.0 


83255 Ocular Mel Met to Liver (OD043 10) 


0.0 


0.0 


0.0 


83256 Liver NAT fOD043 10) 


0.0 


0.0 


0.0 
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84139 Melanoma Mets to Lung fOD04321) 


0.0 


0.0 


0.0 


84138 LuneNAT fOD0432n 


100.0 


100.0 


77.4 


Normal Kidney GENPAK 061008 


0.0 


1.2 


0.0 


83786 Kidnev Ca, Nuclear grade 2 (OD04338) 


0.0 


0.0 


0.0 


83787 Kidnev NAT COD04338) 


0.0 


0.0 


0.0 


83788 Kidney Ca Nuclear grade 1/2 (OD04339} 


0.0 


0.0 


0.0 


83789 Kidnev NAT fOD04339^ 


3.2 


0.0 


0.0 


83790 Kidnev Ca. Clear cell tvoe fOD04340^ 


0.0 


0.0 


0.0 


83791 Kidnev NAT COD04340) 


0.0 


0.0 


0.0 


83792 Kidnev Ca. Nuclear grade 3 fOD04348) 


0.0 


0.0 


0.0 


83793 Kidnev NAT COD04348) 


0.0 


0.0 


0.0 


87474 Kidnev Cancer fOD04622-0n 


0.0 


0.0 


4.3 


87475 Kidnev NAT (0004622-03} 


0.0 


0.0 


0.0 


85973 Kidnev Cancer fOD04450-0n 


0.0 


0.0 


0.0 


85974 Kidnev NAT fOD04450-O3) 


0.0 


0.0 


4.9 


Kidney Cancer Clontech 8120607 


0.0 


0.0 


0.0 


Kidney NAT dontech 8 120608 


0.0 


0.0 


0.0 


Kidney Cancer Clontech 8120613 


7.0 


2.4 


2.2 


Kidney NAT Clontech 8120614 


0.0 


0.0 


0.0 


Kidney Cancer Clontech 9010320 


0.0 


0.0 


0.6 


Kidney NAT Clontech 9010321 


0.0 


0.0 


0.0 


Normal Uterus GENPAK 061018 


0.0 


0.0 


0.0 


Uterus Cancer GENPAK 06401 1 


0.0 


0.0 


0.0 


Normal Thyroid Clontech A+ 6570-1 


0.0 


0.0 


0.0 


Thyroid Cancer GENPAK 064010 


0.0 


0.0 


0.0 


Thyroid Cancer INVTTROGEN A302152 


0.0 


0.0 


0.0 


Thyroid NAT INVTTROGEN A302153 


0.0 


0.0 


0.0 


Normal Breast GENPAK 061019 


0.0 


1.7 


0.0 


84877 Breast Cancer (OD0A566) 


0.0 


0.0 


0.0 


85975 Breast Cancer fOD04590-01) 


0.0 


0.0 


0.0 


85976 Breast Cancer Mets fOD04590-03> 


0.0 


0.0 


0.0 


87070 Breast Cancer Metastasis fOD04655-05} 


0.0 


0.0 


0.0 


GENPAK Breast Cancer 064006 


0.0 


1.7 


0.0 


Breast Cancer Res. Gen. 1024 


1.3 


0.0 


2.1 


Breast Cancer Clontech 9100266 


0.0 


0.0 


1.9 


Breast NAT Clontech 91 00265 


1.5 


0.0 


4.8 


Breast Cancer INVTTROGEN A209073 


0.0 


0.0 


0.0 


Breast NAT INVTTROGEN A2090734 


0.0 


0.0 


0.0 


Normal Liver GENPAK 061009 


0.0 


0.0 


0.0 


Liver Cancer GENPAK 064003 


0.0 


0.0 


0.0 


Liver Cancer Research Genetics RNA 1 025 


0.0 


0.0 


0.0 


T ivf*r Panrir T?<=Kif»iirf*Vi frpnp , tir»c T?"NTA 1 (Y7(\ 

I^rlVVtl V^'QUVC'i. X\JC»oC^«l Oil VJdilGUVo JlVI^xV 1 \J£.\J 


24.7 


54.3 


63.7 


Paired Liver Cancer Tissue Research Genetics 
RNA6004-T 


0.0 


0.0 


0.0 


Paired Liver Tissue Research Genetics RNA 
6004-N 


0.0 


0.0 


0.0 
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Paired T,iver dancer Ti«icmp l^p^parnh frenetics 
RNA6005-T 


54.3 


49.0 


98.6 


Paired Liver Tissue Research Genetics RNA 
6005-N 


0.0 


0.0 


0.0 


Normal Bladder GENPAK 061001 


0.0 


0.0 


0.0 


Bladder Cancer Research Genetics RNA 1023 


0.0 


0.0 


0.0 


Bladder Cancer INVTTROGEN A302173 


0.0 


0.0 


0.0 


87071 Bladder Cancer fODO4718-01"> 


2.1 


1.9 


0.7 


87072 Bladder Normal Adiacent fOD047 18-03) 


0.0 


0.0 


0.0 


Normal Ovary Res. Gen. 


0.0 


0.0 


0.0 


Ovarian Cancer GENPAK 064008 


8.4 


1.6 


5.8 


87492 Ovarv Cancer fOD04768-0T> 


0.0 


0.0 


0.0 


87493 Ovarv NAT fOD04768-08) 


0.0 


0.0 


0.0 


Normal Stomach GENPAK 061017 


0.0 


0.0 


0.0 


Gastric Cancer Clontech 9060358 


0.0 


0.0 


0.0 


NAT Stomach Clontech 9060359 


0.0 


0.0 


0.0 


Gastric Cancer Clontech 9060395 


3.3 


0.0 


0.0 


NAT Stomach Clontech 9060394 


0.0 


0.0 


0.0 


Gastric Cancer Qontech 9060397 


0.0 


0.0 


0.0 


NAT Stomach Clontech 9060396 


0.0 


0.0 


0.0 


Gastric Cancer GENPAK 064005 


0.0 


0.0 


0.0 



Panel 1.3D Summary: 

Ag2445 Results from two replicate experiments using the same probe/primer set are in 
5 good agreement with minor differences in expression levels but not tissue distribution. 

Significant expression of the NOVla gene is limited to lung, trachea, and placenta. Therefore, 
NOVla nucleic acids can be used as a marker for these tissues. 

Panel 2D Summary: 

10 Ag2445 Results from three replicate experiments using the same probe/primer set are 

in moderate agreement. Expression of the NOVla gene is highest in normal lung tissue (CT - 
3 1 .2). This observation is consistent with what was seen in Panel 1 .3D. In addition, there is 
significant but low expression of this gene in samples derived from liver cancer and normal 
prostate tissue. Of note is the consistent dysregulation in NOVla gene expression between 

15 normal lung and lung cancer samples, in which 5 of 5 samples show prominent expression in 
normal matched lung tissue when compared to cancerous tissue. Thus, the expression of this 
gene could be used to distinguish normal lung tissue from diseased (cancer) lung tissue, hi 
addition, therapeutic modulation of the activity of the NOVla gene product is of utility in the 
treatment of lung cancer. 
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Panel 4D Summary: 

Ag2 445 Expression of the NOVla gene is low/undetectable (CT values > 35) across 
the samples on this panel (data not shown). 

5 

Panel CNSD.01 Summary: 

Ag244 5 Expression of the NOVla gene is low/undetectable (CT values > 35) across 
the samples on mis panel (data not shown). 
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Expression of gene NOV2a and the variants were assessed using the primer-probe sets 
Ag3334 and Ag4403, described in Tables 14 and 15. Ag4403 contains a single base insertion 
5 in 5*end of rev primer relative to the NOV2a and NOV2C sequences and is not expected to 
alter RTQ-PCR results. Results from RTQ-PCR runs are shown in Table 16. 



Table 14. Probe Name Ag3334 



Primers 


Sequences 


TM 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 » - CGTCATGGAGTTTCTTGAAAGA- 3 » 


59.3 


22 


28B 


69 


Probe 


FAM-5 1 - 

AAGCTGCCAAGATGTATGCTTTCACA- 
3 ' -TAMRA 


67 


26 


329 


70 


Reverse 


5 ■ - TCTGTTGGAGTTCCACACTTTC- 3 1 


59.2 


22 


358 


71 



10 



Table 15. Probe Name Ag4403 



Primers 


Sequences 


TM 


Length 


Start 
Position 


SEQ ID 
HO: 


Forward 


5 » - ACTCACTCACCATTCAGATGGA- 3 ' 


59.6 


22 


1343 


72 


Probe 


FAM-5 * - 

ATCTCCAGTTGACCAGGACCCCX3ACT- 
3 r -TAMRA 


71.7 


26 


1365 


73 


Reverse 


5 1 -CTAGTTCACAGGGGTCTTCACA-3 1 


59.3 


22 


1399 


74 



15 

Table 16. Panel 4.1D 



Tissue Name 


Relative 
Expression(%) 


Tissue Name 


Relative 
Expression(%) 


4.1dx4tm6648£ 
ag4403 a2 


4.1dx4tm6648f 
ag4403 a2 


93768__Secondary Thl_anti- 
CD28/anti-CD3 


0.0 


93100 JEIUVEC 
(Endothelial) IL-lb 


0.0 


93769_Secondary Th2_anti- 
CD28/anti-CD3 


0.5 


93779 JIUVEC 
(Endothelial) IFN gamma 


0.0 


93770_Secondary Trl_anti- 
CD28/anti-CD3 


1.0 


93102 HUVEC 
(EndotheKd) JTNF alpha + IFN 
gamma 


0.0 


93573_Secondary Thl_restmg 
day 4-6 in IL-2 


0.0 


9310l_HUVEC 
(Endothelial) TNF alpha + IL4 


0.0 


93572_Secondary Th2_resting 
day 4-6 in IL-2 


0.0 


93781_HUVEC 
(Endothelial) IL-11 


0.0 


93571_Secondary Tri jnesting 
day 4-6 in IL-2 


0.0 


93583_Lung Microvascular 
Endothelial Cells none 


0.0 


93568_primaiy Thl_anti- 
CD28/anti-CD3 


0.0 


93584 Lung Microvascular 
Endothelial CellsJTNFa (4 
ng/ml) and BLlb (1 ng/ml) 


0.0 
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93569_primary Th2_anti- 
CD28/anti-CD3 


0.0 < 


J2662_Microvascular Dermal 
endothelium none 


0.0 


93570_primaiy Trlanti- 
CD28/anti-CD3 


( 
( 

0.0 i 


)2663_Microsvasular Dermal 
endothelium TNFa (4 ng/ml) 
mdlLlb(lng^nl) 


0.0 


93565 jprimary Thl_resting dy 
4-6inIL-2 


i 

< 

0.0 


?3773_Bronchial 

epithelium TNFa (4 ng/ml) and 

[Lib (1 ng/ml)** 


0.0 


93566 jrirnary Th2_restmg dy 
4-6 in EL-2 


0.0 ] 


?3347_Small Airway 
Epithelium none 


0.0 


93567 jprimary Trl_resting dy 
4-6inIL-2 


0.3 


93348_Small Airway 
Bpithelium_TNFa (4 ng/ml) 
and ILlb (1 ng/ml) 


0.0 


93351_CD45RA CD4 
lymphocyte anti-CD28/anti- 
CD3 


2.7 


92668_Coronery Artery 
SMC resting 


0.0 


93352_CD45RO CD4 
lymphocyte anti-CD28/anti- 
CD3 


1.2 


92669_Coronery Artery 

SMC TNFa (4 ng/ml) and ILlb 

fln^/ml) 


0.0 


9325 1_ CD 8 Lymphocytesanti- 
CD28/anti-CD3 


0.0 


93107 astrocytes resting 


0.0 


93353_chronic CD8 
Lymphocytes 2ry resting dy 4- 

6inEL-2 


0.0 


93108_astrocytes_TNFa (4 
ng/ml) and ILlb (1 ng/ml) 


0.0 


93574_chronic CDS 
Lymphocytes 2ry_activated 
CD3/CD28 


0.0 


92666_KU-812 
(Basophil) resting 


0.0 


93354 CD4 none 


0.0 


92667_KU-812 
(Basophil) PMAAonoycin 


0.0 


93252_Secondary 
Thl/Th2/Trl anti-CD95 CH11 


2.4 


93579_CCD1106 
(Keratinocytes) none 


ft n 
u.u 


yDixiD L-AJv ceiis resting 


i i 

x.i 


(Keratinocytes)_TNFa and 


0.0 


93 too LAJv cells JLLr-Z 


i n 


Q^7Q1 T iver Cirrhosis 


0.0 


93787 LAK cells IL-2+IL-12 


0.0 


93577 NCI-H292 


0.0 


93789JLAK cellsJL-2+IFN 
gamma 


1.6 


93358 NC1-H292 1L-4 


n n 
u.u 


93790 LAK cells IL-2+IL-18 


0.0 


93360 NCI-.H292 lL,-y 


n o 

V.V 


93104_LAK 

cells PMA/ionomycin and IL- 
18 


0.0 


93359 NCI-H292 IL-13 


12 


93578 NKCeUsIL-2_restmg 


1.2 


93357 NCI-H292 LFN gamma 




93109_Mixed Lymphocyte 
Reaction Two Way MLR 


0.0 


93777 HPAEC - 


ft ft 


93 1 1 OMixed Lymphocyte 
Reaction Two Way MLR 


0.0 


93778_HPAEC_IL-1 beta/TNA 
alpha 


0.0 


93 1 1 l_Mixed Lymphocyte 


0.0 


93254_Normal Hitman Lung 
Fibroblast none 


0.4 


931 12_Mononuclear Cells 
(PBMCs) resting 


0.3 


93253_Nonnal Human Lung 
FibroblastJTNFa (4 ng/ml) and 
IL-lb(l ng/ml) 


1.2 


93113 Mononuclear Cells 


0.0 


93257 Normal Human Lung 


0.0 
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(PBMCs)_PWM 




FibroblastJL-4 




93114 Mononuclear Cells 
(PBMCs) PHA-L 


0.0 


93256 Normal Human Lung 
Fibroblast IL-9 


0.0 


93249 Ramos (B cell) none 


0.0 


93255_Normal Human Lung 
Fibroblast BL-13 


1.2 


93250_Ramos (B 
cell) ionomycin 


0.0 


93258 ^Normal Human Lung 
FibroblastJFN gamma 


12 


93349 B lymphocytes PWM 


0.0 


93106JDermal Fibroblasts 
CCD1070_resting 


0.0 


93350JB lymphoytes_CD40L 
andIL-4 


4.1 


93361 JDermal Fibroblasts 
CCD1070_TNF alpha 4 ng/ml 


0.0 


92665JBOL-1 

(Eosinophil)_dbcAMP 

differentiated 


0.0 


93 105_Dermal Fibroblasts 
CCD1070 IL-1 beta 1 ng/ml 


3.2 


93248_EOI^l 

(Eosinophil)_dbcAMP/PMAion 
omycin 


0.0 


93772_dermal fibroblast_IFN 
gamma 


0.0 


93356 Dendritic Cells none 


0.0 


93771 dermal fibroblast IL-4 


0.0 


93355 JDendritic Cells_LPS 
100 ng/ml 


0.0 


93892 Dermal fibroblasts none 


0.0 


93775 JDendritic Cells_anti- 
CD40 


u.u 


yyzuz iNeutropniis iJNra^jLro 


n n 
u.u 


93774 Monocytes resting 


0.0 


99203 Neutrophils none 


0.0 


93776_Monocytes_LPS 50 
ng/ml 


1.2 


735010 Colon normal 


0.0 


93581 Macrophages resting 


0.0 


735019 Lung none 


3.4 


93582_Macrophages_LPS 100 
ng/ml 


0.0 


64028-l_Thymus_none 


1.3 


93098JEUVEC 
(Endothelial) none 


0.0 


64030-1 Kidney none 


100.0 


93099_HUVEC 
(Endothelial)_starved 


0.0 







10 



Panel 2.2 Summary: 

Ap3334 Expression of the NOV2a gene is low/undetectable (CT values > 35) across all 
the samples on this panel (data not shown). 

Panel 4D Summary: 

Ag3334 Expression of the NOV2a gene low/undetectable (CT values > 35) across all 
the samples on this panel (data not shown). 

Panel 4.1D Summary: 

Ag4403 Significant expression of the NOV2a gene is limited to kidney (CT = 30.8). 

Thus, NOV2a nucleic acids can be used as a marker to distinguish kidney from other tissues. 

The NOV2a gene encodes a putative zinc transporter. Members of this family are integral 
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membrane proteins that are found to increase tolerance to divalent metal ions such as 

cadmium, zinc, and cobalt These proteins are thought to be efflux pumps that remove these 

ions fiom cells [EPR002524]. Therefore, the protein encoded for by the NOV2a gene may be 

involved in normal cation homeostasis and may be disregulated in diseases of the kidney, such 

5 as lupus. 

Panel CNSjaeurodegeneration_jvl.O Summary: 

Ag3334 Expression of the NOV2a gene low/undetectable (CT values > 35) across all 
the samples on this panel (data not shown). 

10 

NOV3 

Expression of gene NOV3a (and its variant) was assessed using the primer-probe sets 
Agl508, Ag2284, and Ag2454, described in Tables 17, 18, and 19. The variant CG55861-02 
15 is recognized by primer-probe set Agl508 only. Results from RTQ-PCR runs are shown in 
Tables 20, 21, 22, 23 and 24. 



Table 17. Probe Name Agl508 



Primers 


Sequences 


TM 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 1 -ATTTGGCTATCCCTTCAGGTT-3 1 


59 


21 


238 


75 


Probe 


FAM-5 1 - 

CGGATC CAATATGAGATGCCCCTCT - 3 ' - 
TAMRA 


69.1 


25 


263 


76 


Reverse 


5 1 - GTCTTGGA6CTGGACTCTTCAT - 3 1 


59.9 


22 


291 


77 



20 



Table 18. Probe Name Ag2284 



Primers 


Sequences 


TM 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 1 - TAGTTATCTACCTGCGCTTCCA- 3 • 


59.1 


22 


399 


78 


Probe 


FAM- 5 1 - 

TCP ACACAGAGAACAAACGCTTCCCG - 
3 • -TAMRA 


68.5 


26 


426 


79 


Reverse 


5 ' -GAAGGTGAAGGAGACAGTCACA-3 1 


59.3 


22 


466 


80 



25 

Table 19. Probe Name Ag2454 



Primers 


Sequences 


TM 


Length. 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 » -ACATCTCCGTGGTXXn'CTTT- 3 1 


59.7 


20 


626 


81 


Probe 


TET-5 1 - 

CTTTATC^OTrCTTCCTGTGGGCCG- 


68.6 


26 


648 


82 
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3 1 -TAMRA 










Reverse 


5 ' - GGGGTCTCCTTGAACACAAA- 3 ' 


59.9 


20 


685 


83 



Table 20. Panel 1.2 



Tissue Name 


Relative 
Expression(%) 


Tissue Name 


ivemuve 
Expression(%) 


l-2tm2126f 
agl508 


1.2tm2126f 
agl508 


Endothelial cells 


0.0 


Renal ca. 786-0 


0.0 


Heart (fetal) 


0.9 


Renal ca. A498 


0.0 


Pancreas 


0.1 


Renal ca. RXF 393 


0.0 


Pancreatic ca. CAPAN 2 


0.0 


Renal ca. ACHN 


0.0 


Adrenal Gland (new lot*) 


2.7 


Renal ca.UO-31 


0.0 


Thyroid 


0.1 


Renal ca.TK-10 


0.0 


Salivary gland 


0.9 


Liver 


0.3 


Pituitary gland 


0.0 


Liver (fetal) 


0.0 


Brain (fetal) 


0.0 


Liver ca. (hepatoblast) HepG2 


0.0 


Brain (whole) 


0.0 


Lung 


0.0 


Brain (amygdala) 


0.0 


Lung (fetal) 


0.0 


Olain ^tsCFCDCLlUIIi p 


0 1 

V. JL 


f imcr nn f email /*f*lTi T 1 


0 0 

v.v 


Dfoin ininTVWtnmi I c i 
OlaLQ ^OippOOalXip Uo J 


0 1 

v. x 


J imjx ca Ismail celH NPT-H69 


0.0 


Drain ^inaiainus ) 


0 0 
v.v 


T una ra (<i rell v»r ^ STTP-77 


0 0 


Cerebral Cortex 


0.3 


Lung ca. Oarge cell)NCI-H460 


0.0 


Spinal cord 


0.0 


Lung ca. (non-sm. cell) A549 


0.0 


CNS ca. (glio/astio) U87-MG 


0.0 


Lung ca. (non-s.cell) NCI-H23 


0.0 


CNS ca. (glio/astro) U-l 18-MG 


0.0 


Lung ca (non-s.cell) HOP-62 


0.0 


CNS ca. (astro) SW1 783 


0.0 


Lung ca. (non-s.cl) NCI-H522 


9.4 


CNS ca.* (neuro; met ) SK-N- 
AS 


0.0 


Lung ca. (squam.) SW 900 


0.2 


CNS ca. (astro) SF-539 


0.0 


Lung ca. (squam.) NCI-H596 


0.0 


CNS ca. (astro) SNB-75 


0.0 


Mammary gland 


0.0 




0.0 


Breast ca.* (pi. enusion) MCF - 
7 


0.0 


CNSca. (glio)U251 


0.0 


Breast ca.* (pl.ef) MDA-MB- 
231 


0.0 


CNS ca. (gho) SF-295 


0,0 


Breast ca* (pi. effusion) T47D 


0.0 


Heart 


10.7 


Breast ca. BT-549 


0.0 


Skeletal Muscle (new lot*) 


100.0 


Breast ca. MDA-N 


0.0 


Bone marrow 


0.1 


Ovary 


0.5 


Thymus 


0.0 


Ovarian ca. OVCAR-3 


0.0 


Spleen 


0.0 


Ovarian ca. OVCAR-4 


0.0 


Lymph node 


0.0 


Ovarian ca OVCAR-5 


0.0 


Colorectal 


0.0 


Ovarian ca. OVCAR-8 


0.0 


Stomach 


0.0 


Ovarian ca IGROV-1 


0.0 


Small intestine 


0.2 


Ovarian ca* (ascites) SK-OV-3 


0.0 


Colon ca.SW480 


0.0 


Uterus 


0.2 
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Colon ca * (SW480 met)SW620 


0.0 


Placenta 


0.0 


Colon ca. HT29 


0.0 


Prostate 


0.4 


Colon ca. HCT-1 16 


0.0 


Prostate ca.* (bone xnet)PC-3 


A A 

0.0 


Colon ca. CaCo-2 


0.0 


Testis 


0.2 


83219 CC Well to Mod Diff 
(OD03866) 


0.0 


Melanoma Hso88(A).T 


A A 

0.0 


Colon ca. HCC-2998 


0.0 


Melanoma* (met) Hs688(B).T 


A A 

0.0 


vjasuic ca. ^liver mcij in^i- 
N87 


0.0 


Melanoma UACC-62 


0.0 


Bladder 


0.2 


Melanoma M14 


0.0 


Trachea 


0.0 


Melanoma LOX IMVT 


0.0 


Kidney 


8.9 


Melanoma* (met) SK-MEL-5 


0.0 


Kidney (fetal) 


0.6 


Adipose 


0.4 



Table 21. Panel 1JD 



Tissue Name 


Relative 
Expression(%) 


Relative 
Expression(%) 


1 odXHUlDol 41 

_ag2284 bl 


l-Jutm4ZO /l_ 

ag2454 


Liver adenocarcinoma 


0.2 


0.2 


pancreas 


0.3 


0.4 


Pancreatic ca. CAPAN 2 


0.0 


0.0 


Adrenal gland 


0.5 


1.1 


Thyroid 


1.2 


0.8 


Salivary gland 


0.4 


0.1 


Pituitary gland 


0.1 


0.1 


Brain (fetal) 


0.0 


0.0 


Brain (whole) 


0.2 


0.0 


Brain (amygdala) 


0.2 


0.0 


Brain (cerebellum) 


0.0 


0.0 


Brain (hippocampus) 


0.0 


0.4 


Brain (substantia nigra) 


0.0 


0.0 


Brain (thalamus) 


0.0 


0.0 


Cerebral Cortex 


0.2 


0.0 


Spinal cord 


0.0 


0.0 


CNS ca. (gho/astro) U87-MG 


0.0 


0.0 


CNS ca. (glio/astro) U-l 18-MG 


0.2 


0.3 


CNS ca. (astro) SW1783 


0.0 


0.0 


CNS ca.* (neuro; met ) SK-N-AS 


0.0 


0.0 


CNS ca, (astro) SF-539 


0.0 


0.0 


CNS ca. (astro) SNB-75 


0.0 


0.0 


CNS ca. (glio) SNB-19 


0.0 


0.0 


CNS ca, (glio) U251 


0.1 


0.0 


CNS ca. (glio) SF-295 


0.0 


0.0 


Heart (fetal) 


1.8 


0.2 
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Heart 


2.3 


0.8 


Fetal Skeletal 


100.0 


100.0 


Skeletal muscle 


88.6 


6.6 


Bone marrow 


0.2 


0.0 


Thymus 


0.0 


0.0 


Spleen 


0.0 


0.3 


Lymph node 


0.0 


0.0 


Colorectal 


0.0 


0.0 


Stomach 


02 


0.0 


Small intestine 


02 


03 


Colon ca. SW480 


0.0 


0.0 


Colon ca.* (SW480 met)SW620 


0.0 


0.0 


Colon ca. HT29 


0.0 


0.0 


Colon ca.HCT-1 16 


0.2 


0.0 


Colon ca. CaCo-2 


0.0 


0.0 


83219 CC Well to Mod EHff (OD03866) 


0.1 


0.0 


Colon ca. HCG-2998 


0.0 


0.4 


Gastric ca.* (liver met) NCI-N87 


0.0 


0.0 


Bladder 


02 


1.0 


Trachea 


0.0 


0.3 


Kidney 


2.8 


0.9 


Kidney (fetal) 


1.6 


0.3 


Renal ca. 786-0 


0.0 


0.0 


Renal ca. A498 


0.0 


0.0 


Renal ca. RXF 393 


0.0 


0.0 


Renal ca. ACHN 


0.0 


0.0 


Renal ca.UO-31 


0.0 


0.0 


Renal ca. TK-10 


0.0 


0.0 


Liver 


0.4 


0.5 


Liver (fetal) 


0.1 


0.5 


Liver ca. (hepatoblast) HepG2 


0.0 


0.0 


Lung 


0.0 


0.2 


Lung (fetal) 


0.0 


0.0 


Lung ca. (small cell) LX-1 


0.0 


0.0 


Lung ca. (small cell) NCI-H69 


0.0 


0.0 


Lung ca. (s.cell var.) SHP-77 


0.0 


0.0 


Lung ca. (large cell)NCI-H460 


0.0 


0.0 


Lung ca. (non-sin. cell) A549 


0.0 


0.0 


Lung ca. (nbn-s.cell) NCI-H23 


0.5 


0.3 


Lung ca (non-s.cell) HOP-62 


0.0 


0.0 


Lung ca. (non-sxl) NCI-H522 


8.1 


0.3 


Lung ca. (squam.) SW 900 


0.2 


0.0 


Lung ca. (squam.) NCI-H596 


0.0 


0.0 


Mammary gland 


0.2 


0.0 


Breast ca* (pi. effusion) MCF-7 


0.0 


0.0 
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Breast ca * (plef) MDA-MB-231 


0.0 


0.0 


Breast ca.* (pi. eflusion) T47D 


0.1 


0.0 


Breast ca. BT-549 


0.2 


02 


Breast ca. MDA-N 


0.0 


0.0 


Ovary 


0.8 


0.8 


Ovarian ca. OVCAR-3 


0.0 


0.0 


Ovarian ca. OVCAR-4 


0.0 


0.0 


Ovarian ca. OVCAR-5 


0.0 


0.0 


Ovarian ca. OVCAR-8 


0.0 


0.0 


Ovarian ca. IGROV-1 


0.0 


0.0 


Ovarian ca * (ascites) SK-OV-3 


0.0 


0.0 


Uterus 


1.0 


0.4 


Placenta 


0.2 


0.0 


Prostate 


0.2 


0.0 


Prostate ca.* (bone met)PC-3 


0.0 


0.0 


Testis 


1.1 


1.4 


Melanoma Hs688(A).T 


0.0 


0.2 


Melanoma* (met) Hs688(B).T 


0.0 


0.0 


Melanoma UACC-62 


0.0 


0.0 


Melanoma M14 


0.0 


0.0 


Melanoma LOX IMVI 


0.0 


0.0 


Melanoma* (met) SK-MEL-5 


0.0 


0.0 


Adipose 


0.7 


0.3 



Table 22. Panel 2D Summary 



Tissue Name 


Relative 
£xpression(%) 


Relative 
Expression(%) 


2Dtm2345f 
ael508 


2dtm4268t 
ag2454 


Normal Colon GENPAK 061003 


2.2 


9.3 


83219 CC Wefl to Mod Diff K)D03866) 


0.1 


0.5 


83220 CC NAT ( OD03866) 


1.4 


5.6 


83221 CC Gr.2 rectosigmoid fOD03868) 


0.0 


0.5 


83222 CC NAT fOD03868) 


0.6 


1.7 


83235 CC Mod Diff (ODO3920) 


0.0 


0.0 


83236 CC NAT fODO3920) 


1.1 


2.9 


83237 CC Gr.2 ascend colon f0D0392tt 


0.1 


0.7 


83238 CC NAT fOD03921) 


0.6 


5.8 


83241 CC from Partial Heuatectomv fODO4309) 


0.3 


0.0 


83242 Liver NAT (ODO4309 , > 


2.4 


6.7 


87472 Colon mets to lune (OD04451-0tt 


02 


0.0 


87473 Lune NAT fOD04451-02^ 


0.4 


0.4 


Normal Prostate Clontech A+ 6546-1 


3.3 


5.6 


84140 Prostate Cancer (OD044101 


3.4 


4.8 
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84141 Prostate NAT (DD04410) 


0.5 


5.4 


87073 Prostate Cancer fOD04720-01) 


0.3 


1.9 


87074 Prostate NAT ( OD04720-02^ 


2.6 


7.0 


Normal Lung GENPAK 061010 


0.7 


0.0 


83239 Lung Met to Muscle (OD04286) 


0.3 


0.3 


83240 Muscle NAT COD04286) 


100.0 


100.0 


84136 Lime Malignant Cancer COD03126) 


0.3 


0.0 


84137 Lime NAT COD03126) 


0.4 


0.0 


84871 Lung Cancer COD044041 


0.0 


0.0 


84872 Lung NAT COD04404) 


0.3 


0.0 


84875 Lung Cancer (OD04565) 


0.0 


0.4 


84876 Lung NAT (0004565) 


0.8 


2.0 


85950 Lung Cancer (OD04237-01) 


0.2 


2.1 


85970 Lung NAT fOD04237-02) 


0.5 


0.0 


83255 Ocular Mel Met to Liver CODO4310) 


1.3 


3.6 


8^2S6 T iver NAT iDr>043 1 0) 


3.2 


11.7 


841 39 Melanoma Met*! to T litia fOT)04321^ 


0.0 


0.0 


5141 38 T imp NAT fOrXV4321^ 


0.6 


0.4 


Norma! Kidnev GKNPAK 061 008 


18.8 


27.9 


83786 Kidnev Ha Nnrlear orade 2 fOD0433R^ 


75 
# • j 


6.1 


83787 Kidnev NAT fOD04338^ 


6.0 


16.7 


83788 Kidnev Ca Niirlear crrade 1 /2 fOD04339^ 


11.3 


6.6 


83780 Kidnev NAT fOD04339^ 


14.2 


30.6 


83790 Kidnev Cs\ Clear cell rvne (OD04340, 


2.5 


4.5 


83791 Kidnev NAT fODOd/MO^ 


11.4 


33.9 


8379? Kidnev Pa Nuclear PTade 3 rOD04348^ 


0.9 


0.0 


83793 Kidnev NAT fOD04348^ 


9.3 


32.5 


87474 Kidnev Cancer fOD04622-01 j 


0.4 


0.0 


87475 Kidnev NAT fOD04622-03^ 


1.7 


1.0 


85973 Kidnev Cancer <OD04450-01 , " 


6.2 


42 


85974 Kidnev NAT COD04450-03 ) 

uj/»7 xvjuxiw T iixix ^ v-*x^ yj i r»s w \js [ 


6.1 


16.5 


Kidnev Cancer Clontech 8120607 


0.9 


6.0 


Kidnev NAT Clontech 8120608 


11.3 


3.5 


Kidnev Cancer Clontech 81 2061 3 


3.6 


2.5 


Kidnev NAT Clontech 8120614 


11.0 


12.5 


Kidnev Cancer Clontech 9010320 


0.7 


2.1 


Kidnev NAT Clontech 9010321 


12.0 


4.8 


Normal Uterus GENPAK 061018 


2.8 


1.8 


Uterus Cancer GENPAK 06401 1 


0.6 


2.0 


Normal Thyroid Clontech A+ 6570-1 


15.1 


25.5 


Thyroid Cancer GENPAK 064010 


7.1 


8.3 


Thyroid Cancer 1NV1TROGEN A302152 


0.9 


0.0 


Thyroid NAT INVTTROGEN A302153 


3.1 


10.7 


Normal Breast GENPAK 061019 


0.3 


5.0 


84877 Breast Cancer (OD0456ff> 


0.0 


0.0 
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85975 Breast Cancer fOD04590-0n 


0.2 


0.0 


85976 Breast Cancer Mete COD04590-03) 


0.7 


1.7 


87070 Breast Cancer Metastasis (OD04655-05> 


0.0 


0.0 


GENPAK Breast Cancer 064006 


0.2 


0.7 


Breast Cancer Res. Gen. 1024 


0.1 


0.0 


Breast Cancer Clontech 9100266 


0.4 


0.0 


Breast NAT Clontech 9100265 


0.3 


0.0 


Breast Cancer INVTTROGEN A209073 


0.2 


0.0 


Breast NAT INVTTROGEN A2090734 


0.0 


2.8 


Normal Liver GENPAK 061009 


1.6 


8.9 


Liver Cancer GENPAK 064003 


0.9 


0.0 


Liver Cancer Research Genetics RNA 1025 


1.1 


3.6 


Liver Cancer Research Genetics RNA 1026 


1.0 


0.0 


Paired Liver Cancer Tissue Research Genetics RNA 6004-T 


2.3 


5.3 


Paired Liver Tissue Research Genetics RNA 6004-N 


0.3 


2.7 


Paired Liver Cancer Tissue Research Genetics RNA 6005-T 


0.7 


3.0 


Paired Liver Tissue Research Genetics RNA 6005-N 


1.6 


5.8 


Normal Bladder GENPAK 061001 


0.9 


0.5 


Bladder Cancer Research Genetics RNA 1023 


0.0 


0.7 


Bladder Cancer INVTTROGEN A302173 


0.1 


0.0 


87071 Bladder Cancer {OD04718-0D 


0.2 


3.6 


87072 Bladder Normal Adiacent ( 0004718-03") 


2.9 


4.1 


Normal Ovary Res. Gen. 


1.1 


0.6 


Ovarian Cancer GENPAK 064008 


0.3 


2.5 


87492 Ovarv Cancer fOD04768-07) 


0.0 


2.2 


87493 Ovarv NAT fOD04768-08") 


0.2 


4.0 


Normal Stomach GENPAK 061017 


0.9 


2.8 


Gastric Cancer Clontech 9060358 


0.3 


0.0 


NAT Stomach Clontech 9060359 


0.3 


0.0 


Gastric Cancer Clontech 9060395 


1.3 


2.9 


NAT Stomach Clontech 9060394 


0.4 


1.0 


Gastric Cancer Clontech 9060397 


0.4 


0.0 


NAT Stomach Clontech 9060396 


0.0 


0.0 


Gastric Cancer GENPAK 064005 


0.5 


12.2 



Table 23. Panel 4D 



Tissue Name 


Relative 
Expression 
(%) 


Tissue Name 


Relative 
Expression 

(%> 


4dtm4269t 
a&2454 


4dtm4269t 
ag2454 


93768JSecondary Thl_anti- 
CD28/anti-CD3 


0.0 


93100JHUVEC 
(Endothelial) IL-lb 


0.0 


93769 Secondary Th2_anti- 
CD28/anti-CD3 


0.0 


93779_HUVEC 
(Endothelial) IFN gamma 


0.0 
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93770_Secondary Trlanti- 
CD28/anti-CD3 


0.0 


93102_HUVEC 
(Endomelial)_TNF alpha + IFN 
gamma 


0.0 


93573_Secondary Thl jresting 
day4-6inIL-2 


0.0 


93101JHUVEC 
(Endothelial) TNF alpha + IL4 


0.0 


93572__Secondary Th2_resting 
day 4-6 in EL-2 


0.0 


93781_HUVEC 
(Endomelial)_IL-Il 


0.0 


93571 JSecondary Trl_resting 
day4-6inIL-2 


0.0 


93583_Lung Microvascular 
Endothelial Cells none 


0.0 


93568 jmmary Thl_anti- 
OD28/anti-CD3 


0.0 


93584_Lung Microvascular 
Endothelial CellsJTNFa (4 
ng/ml) and ILlb (1 ng/ml) 


0.0 


93569 jjrimary Th2_anti- 
CD28/anti-CD3 


0.0 


92662_Microvascular Dermal 
endothelium none 


0.0 


93570 jprimary Trl_anti- 
CD28/anti-CD3 


0.0 


92663 Microsvasular Dermal 
endotheliumJTNFa (4 ng/ml) 
and ILlb (1 ng/ml) 


0.0 


93565 jprimary Thljresting dy 
4-6inIL-2 


0.0 


93773_Bronchial 

epithelium TNFa (4 ng/ml) and 

ILlb (1 ng/ml)** 


0.0 


93566_jirimary Th2_resting dy 
4-6inIL-2 


0.0 


93347_Small Airway 
Epithelium none 


0.0 


93567__primary Trl_resting dy 
4-6inIL-2 


0.0 


93348 Small Airway 
Epiflielium_TNFa (4 ng/ml) 
and ILlb (1 ng/ml) 


0.0 


93351 CD45RACD4 
lymphocyte anti-CD28/anti- 
CD3 


0.0 


92668_Coronery Artery 
SMC resting 


0.0 


93352_CD45ROCD4 

lymphocyte_aQti-CD28/anti- 

CD3 


0.0 


92669 Coronery Artery 

SMC TNFa (4 ng/ml) and ILlb 

(1 ng/ml) 


0.0 


93251_CD8 Lymphocytes_anti- 
CD28/anti-CD3 


0.0 


93 1 07_astrocytes resting 


0.0 


93353 chronic CD8 
Lymphocytes 2ryresting dy 4- 
6 in EL-2 


0.0 


93108_astrocytes_TNFa (4 
ng/ml) and ILlb (1 ng/ml) 


0.0 


93574 jjhronic CD8 
Lymphocytes 2ry — activated 
CD3/CD28 


2.5 


92666 KU-812 
(Basophil) resting 


0.0 


93354 CD4 none 


0.0 


92667_KU-812 
(Basophil) PMA/ionoycin 


0.0 


93252 Secondary 
Thl/Th2/Trl anti-CD95 CHI 1 


0.0 


93579_CCD1106 
(Keratinocytes) none 


0.0 


93103 LAK cells resting 


0.0 


93580_CCD1106 
(Keratinocytes) TNFa and 
IFNg** 


0.0 


93788 LAK cells IL-2 


8.2 


93791 Liver Cirrhosis 


0.0 


93787 LAK cells IL-2+IL-12 


0.0 


93792 Lupus Kidney 


0.0 


93789 _LAK cells JL-24IFN 
gamma 


0.0 


93577 NCI-H292 


0.0 


93790 LAK cells IL-2+IL-18 


0.0 


93358 NCI-H292 IL^t 


0.0 


93104.LAK 

cells PMA/ionomycin and DL- 


7.1 


93360 NCI-H292 IL-9 


0.0 
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93578JOL Cells resting 


0.0 


93359 NCI-H292 IL-13 


0.0 


93 109_Mixed Lymphocyte 
ReactionTwo Way MLR 


8.9 


93357_NCI-H292 IFN gamma 


0.0 


93 1 10__Mixed Lymphocyte 
Reaction Two Way MLR 


0.0 


93777 HPAEC - 


0.0 


93 1 1 l_Mixed Lymphocyte 
Reaction_Two Way MLR 


0.0 


93778_HPAEC_IL-1 beta/TNA 
alpha 


0.0 


93112_Mononuclear Cells 
(PBMCs) resting 


0.0 


93254_Normal Human Lung 
Fibroblast none 


14.5 


93113 Mononuclear Cells 
(PBMCs)_PWM 


0.0 


93253_Normal Human Lung 
Fibroblast TNFa (4 ng/ml) and 
IL-lb (1 ng/ml) 


5.0 


93114 Mononuclear Cells 
(PBMCs) PHA-L 


0.0 


93257_Normal Human Lung 
Fibroblast IL-4 


1.6 


93249 Ramos (B cell)_none 


0.0 


93256_Normal Human Lung 
Fibroblast IL-9 


9.3 


93250_Ramos (B 
cell) Monomycin 


0.0 


93255_Normal Human Lung 
Fibroblast IL-13 


18.2 


93349_B lymphocytes_PWM 


0.0 


93258_Normal Human Lung 
Fibroblast IFN gamma 


4.9 


93350_B lymphoytes_CD40L 
andIL-4 


0.0 


93106_Dermal Fibroblasts 
CCD1070_resting 


19.9 


92665_EOL-l 

(Eosinophil)_dbcAMP 

differentiated 


0.0 


93361 Dermal Fibroblasts 
CCD1070 TNF alpha 4 ng/ml 


1.7 


93248_EOL-l 

(Eosinophil)_dbcAMP/PMAion 
omycin 


0.0 


93105JDennal Fibroblasts 
CCD1070 IL-1 beta 1 ng/ml 


12.2 


93356 Dendritic Cells_none 


0.0 


93772_dermal fibroblasriFN 
gamma 


0.0 


93355_Dendritic CellsJLPS 
100 ng/ml 


0.0 


93771 dermal fibroblast IL-4 


5.3 


93775_Dendritic Cells_anti- 
CD40 


0.0 


93259 IBD Colitis 1** 


a n 
O.U 


93774_Monocytes resting 


0.0 


93260 IBD Colitis 2 


0.0 


93776_Monocytes_LPS 50 
ng/ml 


0.0 


93261 IBDCrohns 


9.5 


9358 1 Macrophages_resting 


10.7 


735010 Colon normal 


7.7 


93582 JVlacn>phages_LPS 100 
ng/ml 


0.0 


735019 Lung none 


0.0 


93098 JIUVEC 
(Endothelial) none 


0.0 


64028-1 Thymus, none 


100.0 


93099JEIUVEC 
(Endothelial) starved 


0.0 


64030-1 Kidney none 


0.0 



Table 24 


\. Panel 4.1D 


Tissue Name 


Relative 
Expression(%) 


Tissue Name 


Relative 
Expression(%) 


4.1dx4tm5996f 
ag2284 al 


4.1dx4tm5996f 
ag2284_al 
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93768_Secondary Thl^anti- 
CD28/anti-CD3 


0.0 


93100_HUVEC 
(Endomelial)JL-lb 


0.0 


93769_Secondary Th2__anti- 
CD28/anti-CD3 


1.0 


93779JHUVEC 
Endothelial) IFN gamma 


0.0 


93770_Secondary Trl_anti- 
CD28/anti-C3D3 


0.0 


93102JBUVEC 
(Endothelial)_TNF alpha + IFN 


0.0 


93573_Secondary Thl_resting 
day 4-6 in IL-2 


0.7 


93101_HUVEC 
(Endothelial)_TNF alpha + IL4 


0.0 


93572_Secondary Th2__resting 
day 4-6 in IL-2 


0.5 


93781_HUVEC 
(Endothelial)_lL-ll 


0.0 


93571 ^Secondary Trl_resting 
day 4-6 in IL-2 


0.0 


93583JLung Microvascular 
Endothelial Cells none 


0.0 


93568_jjrimary Thl^anti- 
CD28/anti-CD3 


0.0 


93584JLung Microvascular 
Endothelial CellsJTNFa (4 
ng/ml) and ILlb (1 ng/ml) 


0.0 


93569_j>rimary Th2_anti- 
CD28/anti-CD3 


0.7 


92662_Microvascular Dermal 
endotheliumnone 


0.0 


93570_primary Trl_anti- 
CD28/anti-CD3 


0.0 


92663 JMicrosvasular Dermal 
endothelium_TNFa (4 ng/ml) 
and ILlb (1 ng/ml) 


0.0 


93565_j>rimary Thlresting dy 
4-6 in IL-2 ' 


0.0 


93773 JBronchial 

epithelium TNFa (4 ng/ml) and 

ILlb (1 ng/ml)** 


1.0 


93566__primary Th2_resting dy 
4-6 in IL-2 


0.0 


93347_Small Airway 
Epithelium none 


0.0 


93567_primaiy Trljresting dy 
4-6inDL-2 


0.0 


93348_Small Airway 
Epithelium_TNFa (4 ng/ml) 
and ILlb (1 ng/ml) 


0.0 


93351 CD45RACD4 

lymphocyte_anti-CD28/anti- 

CD3 


7.5 


92668_Coronery Artery 
SMC resting 


0.0 


93352_CD45ROCD4 
lymphocyte anti-CD28/anti- 
CD3 


0.0 


92669 Coronery Artery 

SMC TNFa (4 ng/ml) and ILlb 

(1 ng/ml) 


0.0 


93251 CD8 Lymphocytesanti- 
CD28/anti-CD3 


0.0 


931 07„astrocytes resting 


1.9 


93353_chronic CD8 
Lymphocytes 2ry_resting dy 4- 
6inBL-2 


0.0 


93 108_astrocytes_TNFa (4 
ng/ml) and ILlb (1 ng/ml) 


3.2 


93574_chronic CD8 
Lymphocytes 2ry_activated 
CD3/CD28 


0.0 


92666JKU-812 
(Basophil) resting 


0.0 


93354 CD4 none 


0.0 


92667_KU-812 
(Basophil) PMA/ionoycin 


0.9 


93252 Secondary 
rhl/Th2/Trl anti-CD95 CH11 


1.2 


93579_CCD1106 
(Keratinocytes) none 


0.0 


93103 LAK cells resting 


0.8 


9358O_CCD1106 
IFNg** 


0.0 


93788 LAK cells IL-2 


0.0 


93791 Liver Cirrhosis 


23. 


93787 LAK cells IL-2+IL-12 


0.4 


93577 NCI-H292 


0.8 


93789 LAK cells IL-2+IFN 


0.0 


93358 NCI-H292 IL-4 


0.0 
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gamma 








93790 LAK cells IL-2+IL-18 


0.0 


93360 NCI-H292 IL-9 


0.0 


93104_LAK 

cells PMA/ionomyciB and EL- 
18 


1.5 


93359 NCI-H292 IL-13 


0.0 


93578_NK Cells IL-2_resting 


1.3 


93357 NCI-H292 IFN gamma 


0.0 


93 109_Mixed Lymphocyte 
Reaction_Two Way MLR 


1.3 


93777 HPAEC - 


0.0 


93 1 lOJMixed Lymphocyte 
Reactionjwo Way MLR 


1.8 


93778JIPAECIL-1 beta/TNA 
alpha 


0.0 


93 1 1 l_Mixed Lymphocyte 
ReactionJTwo Way MLR 


0.0 


93254_Normal Human Lung 
Fibroblast none 


28.0 


931 12_Mononuclear Cells 
(PBMCs)_restmg 


0.0 


93253_Normal Human Lung 
Fibroblast TNFa (4 ng/ml) and 
EL-lb (1 ng/ml) 


4.7 


93113 Mononuclear Cells 
(PBMCs)_PWM 


0.9 


93257_Normal Human Lung 
Fibroblast IL-4 


19.3 


93114 Mononuclear Cells 
(PBMCs)_PHA-L 


0.0 


93256_Nonnal Human Lung 
Fibroblast IL-9 


32.2 


93249__Ramos (B cell) none 


0.0 


93255_Normal Human Lung 
Fibroblast IL-13 


11.4 


93250_Ramos (B 
cell)Jonomycin 


0.0 


93258_Normal Human Lung 
Fibroblast JIFN gamma 


9.9 


93349 B lymphocytes_PWM 


0.8 


93106_Dermal Fibroblasts 
CCD1070_resting 


43.1 


93350_B lymphoytes_CD40L 
and IL-4 


0.0 


93361_Dermal Fibroblasts 
CCD1070_TNF alpha 4 ng/ml 


30.9 


92665_EOL-l 

(Eosinophil)jdbcAMP 

differentiated 


0.0 


93 105 JDermal Fibroblasts 
CCD1070JL-1 beta 1 ng/ml 


7.4 


93248 JBOL-1 

(Eosinophil) jdbcAMP/PMAion 
omycin 


0.0 


93772_dermal fibroblast JFN 
gamma 


5.8 


93356 Dendritic Cells none 


0.0 


93771 dermal fibroblast IL-4 


38.3 


93355_Dendritic CellsJLPS 
100 ng/ml 


0.5 


93892 Dermal fibroblasts none 


24.7 


93775 Dendritic Cells__anti- 
CD40 


0.9 


99202 Neutrophils _TNFa+LPS 


0.0 


93774 Monocytes resting 


0.0 


99203 Neutrophils none 


0.0 


93776_Monocytes_LPS 50 
ng/ml 


2.4 


735010 Colonnormal 


1.0 


93581 Macrophages resting 


8.9 


735019 Lung none 


7.3 


935 82_Macrophages_LPS 100 
ng/ml 


0.0 


64028-1 Thymus none 


3.1 


93098_HUVEC 
(Endothelial)_none 


0.0 


64030-1 Kidney none 


100.0 


93099_HUVEC 
(Endothelial)_starved 


0.0 
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Agl508 The expression of the NOV3A gene is highest in a sample derived from 
skeletal muscle (CT = 19.5). Thus, this gene could be used to distinguish skeletal muscle from 
other tissues. Expression of the NOV3a gene is also high in kidney (CT = 23). The NOV3a 
gene product is highly homologous to mitsugumin 29. Expression of the NOV3a gene in 
5 skeletal muscle and kidney is consistent with what has been observed for the mitsugumin29 
gene (Ref. 1). Interestingly, mitsugumin29-deficient mice are slightly reduced in body weight 
and appear to have abnormal skeletal muscle (Ref. 2). Therefore, the NOV3a gene product 
may useful as a small molecule drug target in the treatment of obesity and/or skeletal muscle 
diseases, including muscular dystrophy, Lesch-Nyhan syndrome, and myasthenia gravis. The 
10 NOV3a gene is also more moderately expressed in other metabolically relevant tissues 

including heart, adrenal gland, pancreas, thyroid, pituitary gland, and liver (CT values from 
29-32). 

The NOV3a gene is moderately expressed in the brain in at least the thalamus, 
hippocampus, cerebellum, amygdala and is highly expressed in the cerebral cortex, suggesting 

1 5 that this gene product has functional significance in the CNS. The NOV3a gene product is 
highly homologous to mitsugumin, a member of the synaptophysin family. Mitsugumin is 
. expressed on intracellular membranes, including synaptic vesicles and the triad junction that 
mediates intracellular calcium release induced by depolarization. Studies have shown that 
schizophrenia, which is known to involve abnormal neuronal signaling in the cerebral cortex, 

20 involves the abnormal expression of synaptic genes, in particular presynaptic genes (Ref. 3-4). 
Synaptic vesicle mobilization and calcium response to depolarization are pre- and post- 
synaptic signaling events, potentially involving the NOV3a gene. Therefore, the NOV3a gene 
product and agents that modulate its function may be useful in treating diseases of the CNS, 
such as schizophrenia. Synaptic function is also compromised in other diseases such as 

25 epilepsy, stroke, Alzheimer's disease, as well as other neurodegenerative diseases. Thus, the 
NOV3a gene product and agents that modulate its function may be useful in treating these 
CNS diseases as well. 

Panel 1.3D Summary: 

30 Ag2284/Ag2454 Results from experiments using two different probe/primer sets are in 

reasonable agreement. These results are also consistent with what is observed in Panel 1 .2 
Ag2284 The NOV3a gene is most highly expressed in fetal skeletal muscle (CT = 26.3) and 
adult skeletal muscle (CT = 26.4). Much lower but significant expression is also detected in 
adipose, testis, uterus, ovary, kidney, heart, thyroid and adrenal gland (CTs = 31-33), Ag2454 
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The expression of the NOV3a gene in this experiment is highest and almost exclusive to fetal 
skeletal muscle (CT = 29.5). However, significant expression is also seen in adult skeletal 
muscle (CT = 33.4). Thus, expression of the NOV3A gene could be used to distinguish 
skeletal muscle from other tissues. In addition, therapeutic modulation of this gene or gene 
product, through replacement therapy, could be used as a regenerative therapy for muscle 
disease. 

Panel 2D Summary: Ael508/Ag2454 Results from experiments using two different 
probe/primer sets are in reasonable agreement Expression of the NOV3a gene in Panel 2 is 
highest in a sample of muscle tissue adjacent to a metastatic cancer. In addition, there is 
moderate expression in normal kidney tissue (CT 30-31) when compared to malignant kidney. 
Thus, the expression of this gene could be used to distinguish normal kidney tissue from 
malignant kidney tissue. In addition, therapeutic modulation of the NOV3a gene product is of 
use in the treatment of kidney cancer. 

Panel 4D Summary: Ae2454 Significant expression of the NOV3a gene in this panel 
is limited to thymus (CT = 33). The NOV3a gene encodes a protein with homology to 
mitsugumin, a member of the synaptophysin family. Synaptophysin is also expressed in the 
thymus and is thought to be involved in secretory activities and perhaps in specialized 
endoplasmic reticulum systems (Ref. 5). Therefore, therapuetic drugs designed against the 
NOV3a gene product may be important for regulating the function of the thymus. Regulating 
thymus function may in turn regulate T cell development and immune function. 

Panel 4.1D Summary: Ae2284 Significant expression in this panel is limited to 
kidney. This observation is consistent with what was observed in other panels. Furthermore, 
the homologous nntsugumin29 gene is also expressed in the kidney and is thought to be 
involved in secretory activities and perhaps in specialized endoplasmic reticulum systems 
(Ref. 1). Therefore, therapuetic drugs designed against the NOV3a gene product may be 
important for regulating the function of the kidney. 

NOV4 

Expression of the NOV4 gene was assessed using the primer-probe sets Gpcr38, 

Ag998, and GpcrlO, described in Tables 25, 26 and 27. Results from RTQ-PCRruns are 

shown in Tables 28, 29, 30, 3 1, 32, 33, and 34. 
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Table 25. Probe Name Gpcr38 



Primers 


Sequences 


TM 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 1 - TGTTGGTACTGCTGTTAAGTTGCA- 3 ■ 




24 


393 


84 


Probe 


FAM-5 1 - TCTCCAGGGTGAGCTGCTCCAA6C- 
3 1 -TAMRA 




24 


419 


85 


Reverse 


5 1 - AGGGCATTCAGTGGGCTTCT- 3 • 




20 


445 


86 



Table 26. Probe Name Ag998 



Primers 


Sequences 


TM 


Length 


Start 
Position 


SEQ XD 
NO: 


Forward 


5 1 - CAATATGC CTGTGTATGCCTTT - 3 ' 


59 


22 


193 


87 


Probe 


TET-5 1 - 

AAAAGATTGTTCCACCTGAAACACCT- 3 ' - 
TAMRA 


64.2 


26 


215 


88 


Reverse 


5 ' - TCCAGTAAAGGCCAATAGTCAA- 3 » 


58.8 


22 


246 


89 



Table 27. Probe Name GpcrlO (there is a single base mismatch in rev primer) 



Primers 


Sequences 


TM 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' - ACAGCAGTAC CAACAGAAGCCC - 3 1 




22 


119 


90 


Probe 


FAM-5 1 - TCCCACCTCCGCAGCCTCATCA- 
3 '-TAMRA 




22 


143 


91 


Reverse 


5 1 -ATATTGACATGCTTCAGATGCAGG-3 1 




24 


166 


92 



Table 28. Panel 1 



Tissue Name 


Relative 
Expression(%) 


Tissue Name 


Relative 
Expression(%) 


tm597f_ 
gpcrlO 


tm597f_ 
gpcrlO 


Endothelial cells 


0.0 


Kidney (fetal) 


0.0 


Endothelial cells (treated) 


0.0 


Renal ca. 786-0 


0.0 


Pancreas 


0.0 


Renal ca. A498 


0.0 


Pancreatic ca. CAP AN 2 


0.0 


Renal ca. RXF 393 


0.0 


Adipose 


62.8 


Renal ca. ACHN 


0.0 


Adrenal gland 


0.0 


Renal ca.UO-31 


12.9 


Thyroid 


19.5 


Renal ca. TK-10 


7.1 


Salivary gland 


0.0 


Liver 


0.0 


Pituitary gland 


15.5 


Liver (fetal) 


0.0 


Brain (fetal) 


27.4 


Liver ca. (hepatoblast) HepG2 


0.0 


Brain (whole) 


11.6 


Lung 


0.0 


Brain (amygdala) 


29.9 


Lung (fetal) 


0.0 


Brain (cerebellum) 


1.9 


Lung ca. (small cell) LX-1 


0.0 
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Brain (hippocampus) 


30.1 


Lung ca. (small cell) NCI-H69 


100.0 


Brain (substantia nigra) 


10.4 


Lung ca. (s.cell var.) SHP-77 


2.6 


Brain (thalamus) 


32.5 


Lung ca. (large cell)NCI-H460 


2.8 


Brain (hypothalamus) 


3.7 


Lungca. (non-sm. cell) A549 


12.2 


Spinal cord 


2.8 


Lung ca. (non-s.cell) NCI-H23 


0.0 


CNS ca. (guo/astro) U5/-JVWj 




r itmct /»a fnf\r\—G pollA T-TfYP— f\0 
L* 1111)4 va \iiUJU o.l/Gll/ iXV/X via* 


1.3 


CNS ca. (gho/astro) U-l lo-Mu 


o n 




0 0 


CNS ca. (astro) SW1783 


0.0 


Lung ca. (squanx) SW 900 


. 25.7 


CNS ca.* (neuro; met ) SK-N- 
AS 


62.8 


Lung ca. (squam.) NCI-H596 


86.5 


CNS ca. (astro) SF-539 


0.0 


Mammary gland 


0.0 


CNS ca. (astro) SNB-75 


on o 


Breast ca.* (pi. efiusion) MCF- 

/ 


00 


CNS ca. (glio) SNB-19 


69.3 


Breast ca * fnl eft MDA-MB- 
231 


0.0 


CNSca.(glio)U251 


19.3 


Breast ca.* (pi. efiusion) T47D 


0.0 


CNS ca. (glio) SF-295 


61.1 


Breast ca. BT-549 


21.3 


Heart 


0.0 


Breast ca. MDA-N 


4.9 


Skeletal muscle 


0.0 


Ovary 


4.4 


Bone marrow 


0.0 


Ovarian ca.OVCAR-3 


13.8 


Thvmiis 


0.0 


Ovarian ca. OVCAR-4 


0.0 


5\TilRPTI 


0.0 


Ovarian ca. OVCAR-5 


0.0 


T -Vrrrnh node 


0.0 


Ovarian ca.OVCAR-8 


42.0 


Colon fa&cendin&i 


5.7 


Ovarian ca.IGROV-1 


0.0 


Stomach 


0.1 


Ovarian ca.* (ascites) SK-OV-3 


0.0 


Small intestine 


0.0 


Uterus 


0.6 


Colon ca SW480 


0.0 


Placenta 


0.0 


Colon ca * (SW480 met)SW620 


0.0 


Prostate 


0.0 


Colon ca HT29 


0.0 


Prostate ca* (bone met)PC-3 


21.9 


Colon ca.HCT-1 16 


0.0 


Testis 


20.7 


Colon ca. CaCo-2 


0.0 


Melanoma Hsooo(Aj. I 


on 


Colon ca. HCT-15 


A ft 

0.0 


Melanoma ymeij risooo\rv. i 


00 

V.Vr 


Colon ca. HCC-2998 


A A 

0.0 


Melanoma uala^-oz 




Gastric ca.* fliver met) NCI- 
N87 


0.0 


Melanoma M14 


6.9 


Bladder 


0.2 


Melanoma LOXMVI 


0.0 


Trachea 


0.0 


Melanoma* (met) SK-MEL-5 


0.0 


Kidney 


1.8 


Melanoma SK-MEL-28 


0.0 



Table 29. Panel 1 J 



Tissue Name 


Relative Expression(%) 


Relative 
Expression(%) 


l.ltm611f_ 
gpcrlO 


l.ltm643f_ 
gpcrlO 


l.ltm769f_ 
spcr38 


Adipose 


12.0 


7.5 


3.2 


Adrenal gland 


0.0 


0.8 


1.2 
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Bladder 


0.2 


1.1 


1.7 


Brain (amygdala) 


20.0 


9.5 


6.2 


Brain (cerebellum) 


19.6 


8.5 


19.8 


Brain (hippocampus) 


27.0 


18.8 


14.0 


Brain (substantia nigra) 


13.8 


7.1 


13.1 


Brain (thalamus) 


27.7 


10.4 


16.7 


Cerebral Cortex 


95.9 


51.4 


57.4 


Brain (fetal) 


53.2 


19.5 


29.1 


Brain (whole) 


54.0 


243 


26.8 


CNS ca. felio/astro) U-l 1 8-MG 


0.0 


0.0 


0.0 


CNS ca. (aslro) SF-539 


0.0 


0.0 


0.0 


CNS ca. (astro) SNB-75 


21.6 


7.9 


11.4 


CNS ca. (astro) SW1783 


0.0 


0.0 


0.0 


CNSca. (glio)U251 


25.2 


95 


12.9 


CNSca.(glio)SF-295 


77.4 


39.2 


71.7 


CNS ca. (glio) SNB-19 


64.2 


21.6 


43.8 


CNS ca. (glio/astro) U87-MG 


32.8 


12.2 


20.2 


CNS ca * (neuro; met ) SK-N-AS 


79.0 


35.8 


41.8 


Mammary gland 


0.0 


0.1 


0.6 


Breast ca. BT-549 


15.3 


0.0 


7.9 


Breast ca. MDA-N 


1.8 


3.6 


4.4 


Breast ca.* (pi. effusion) T47D 


0.0 


02 


0.7 


Breast ca.* (pi. effusion) MCF-7 


0.0 


0.0 


0.0 


Breast ca * (pl.ef) MDA-MB-231 


0.0 


0.0 


0.0 


Small intestine 


0.0 


0.7 


0.7 


Colorectal 


0.0 


0.0 


0.2 


Colon ca. HT29 


0.0 


0.0 


0.3 


Colon ca. CaCo-2 


0.0 


0.4 


0.6 


Colon ca. HCT-15 


0.0 


0.0 


0.8 


Colon ca.HCT-1 16 


0.0 


0.0 


0.0 


Colon ca.HCC-2998 


0.0 


0.0 


0.0 


Colon ca. SW480 


0.0 


0.0 


0.0 


Colon ca * (SW480 met)SW620 


0.0 


0.0 


0.0 


Stomach 


3.4 


4.3 


2.5 


Gastric ca.* (liver met) NCI-N87 


0.0 


0.3 


02 


Heart 


0.0 


0.0 


1.0 


Fetal Skeletal 


1.0 


2.7 


2.6 


Skeletal muscle 


0.0 


0.0 


0.1 


Endothelial cells 


0.0 


0.0 


0.0 


Heart (fetal) 


0.0 


0.0 


0.4 


Kidney 


5.7 


3.6 


11.6 


Kidney (fetal) 


2.6 


2.9 


3.7 


Renal ca. 786-0 


0.0 


0.0 


0.0 


Renal ca. A498 


0.9 


3.5 


1.3 


Renal ca. ACHN 


0.0 


0.8 


0.9 
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Renal ca TK-10 


6.3 


5.1 


4.6 


Renal ca. UO-31 


17.3 


8.8 


10.4 


Renal ca RXF 393 


0.0 


0.6 


0.4 


T t*17PT 
IjIYC-JL 


0.0 


0.2 


0.0 


T ivpt ffptal^ 


0.0 


0.0 


0.0 


1 ivpt ca fhenatoblasf) HeoG2 


0.0 


0.0 


0.0 


ITIICX 

i->U"5 . . 


0.0 


0.0 


0.1 


imff ffptaft 


0.0 


0.3 


0.3 


I nn(r ca fnon-s cell} HOP-62 


1.1 


2.4 


5.4 


fimpca flaree cell^NCI-H460 


0.0 


2.5 


1.4 


Timara fnnn-<; celft NCI-H23 


0.0 


0.0 


0.0 


T una rn fnon-<; eft NCT-H522 


0.0 


0.0 


0.0 


T nnrr r»o rnnn.cm Pplft A 549 
v"^*^ 1 ~oiii* w&ii/ x_»~r.? 


5.0 


4.8 


7.1 


T una rn cell var ^ SHP-77 


6.5 


5.6 


5.3 


T lTfiir r»o f cm?il1 c pll 1 T ."X— 1 

Uung Co. ^&iii-u- vc^uj .—/v *■ 


0.0 


0.0 


0.0 


r ima rn f email celH NCI-H69 


100.0 


100.0 


100.0 


T imfT nn (cnmm ^ SW 900 


9.3 


7.3 


9.0 


JUUDg Ca. ^SqUalll.J lNVyl lx-jssj 


77.4 


41.2 


55.9 


Lymph node 


0.0 


0.1 


0.0 


Spleen 


0.0 


1.4 


0.5 


Thymus 


0.0 


0.9 


0.1 


Ovary 


1.4 


2.8 


2.2 


ijvarian ca. ivjjka-j v - 1 


0.0 


0.0 


0.2 


L/VariaU C_L \J V \sS\l\rJ 


14.3 


9.9 


6.1 


Ovarian M OVPAH-4 

wvarian Oct. w y vAivn _____ 


0.0 


0.0 


0.0 


V/VaTlan Ca. w V \^_t_v-_» 


0.0 


2.3 


2.5 


Ovarian P5i OVPATC-R 


10.7 


5.0 


8.3 


vjvarian ca. ^aai/iicoj ojv~vy v _> 


0.0 


0.8 


1.1 


Pancreas 


1.7 


4.4 


6.3 


D M /«m>fifi/t /»o PAPAM9 

r ancreatic ca. w\r /_ n x _ 


0.0 


0.0 


0.0 


Pituitary gland 


4.2 


4.8 


4.7 


Placenta . 


0.4 


2.4 


1.8 


rTostaie . 


0.0 


0.7 


1.3 


rTOStaie ca. yuuxio mci/x 


13.3 


7.3 


10.1 


oauvary gianti ___ 


0.0 


0.1 


1.2 


iracnea , _____ 


0.0 


1.1 


0.6 


Q-n-i-nol path 


1.3 


8.1 


2.8 




16.4 


9.9 


5.2 


TWvrmH 

i ny ruiu 


0.0 


0.0 


14.9 




40.6 


24.0 


0.0 


Melanoma M14 


4.5 


5.2 


5.5 


Melanoma LOX IMVI 


0.0 


0.9 


1.1 


Melanoma UACC-62 


0.0 


0.0 


0.1 


Melanoma SK-MEL-28 


34.9 


12.6 


20.7 


Melanoma* (met) SK-MEL-5 


0.0 


0.3 


0.5 
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Melanoma Hs688(A).T 


0.0 


0.0 


0.0 


Melanoma* (met) Hs688(B).T 


0.0 


0.7 


0.6 



Table 30. Panel 13B 



Tissue Name 


Relative 


Relative 




jLxpression 
(%) 


TP vni'M CI A It 

MLtJL pr eaaiu u 

(%) 




13Dtm3184f_ 


13Dtm3393t_ 




GperlO 


ag998 


liver adenocarcinoma 


0 


0 


Pancreas 


1.7 


0.8 


Pancreatic ca. CAP AN 2 


0 


0 


Adrenal gland 


1.4 


0.7 


Thyroid 


5.3 


6.6 


Salivary gland 


0 


0.2 


Pituitary gland 


2.5 


0.9 


Brain (fetal) 


11.4 


10.7 


Brain (whole) 


12.6 


10.4 


Brain (amygdala) 


13 


13.8 


Brain (cerebellum) 


1.4 


0.7 


Brain (hippocampus) 


43.2 


51 


Brain (substantia nigra) 


1.2 


0.9 


Brain (thalamus) 


15 


9.7 


Cerebral Cortex 


100 


100 


Spinal cord 


1.4 


2.5 


CNS ca. (glio/astro) U87-MG 


9.3 


6.1 


CNS ca. (glio/astro) U-l 18-MG 


0.4 


02 


CNS ca. (astro) SW1783 


0 


0 


CNS ca.* (neuro; met ) SK-N-AS 


25.5 


20.4 


CNS ca. (astro) SF-539 


0 


0 


CNS ca. (astro) SNB-75 


7.4 


2.7 


CNS ca. (gjio) SNB-19 


16.3 


16.6 


CNSca.(glio)U251 


8.5 


6.6 


CNS ca. (glio) SF-295 


39.8 


27.4 


Heart (fetal) 


0.5 


0.7 


Heart 


0.3 


0 


Fetal Skeletal 


10.7 


9.4 


Skeletal muscle 


0 


0.3 


Bone marrow 


0 


0 


Thymus 


1.1 


0.4 


Spleen 


0.5 


0.5 


Lymph node 


0.7 


0 


Colorectal 


1.4 


1.2 


Stomach 


2.7 


1.4 


Small intestine 


0.6 


0.4 


Colon ca.SW480 


0 


0 


Colon ca * (SW480 met)SW620 


0 


0 
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Colon ca. HT29 


0 


0 


Colon ca. HCT-1 1 6 


0 


0 


Colon ca. CaCo-2 


0.7 


0.2 


83219 CC Well to Mod Diff (OD03866) 


0.7 


0.4 


Colon ca. HCC-2998 


0 


0 


Gastric ca * fliver met) NCI-N87 


0 


0 


Bladder 


0.4 


0.6 


Yachea. 

x x aviivu 


1.1 


1.1 


fCidnev 

XVXVUXvJr 


0.4 


0.5 


Kidnev f fetnft 

.vxixixwjr yxx/iox j 


2 


0.9 


Serial ca 786-0 

\XsXioi vui / v 


0 


0 


?pnal ca A49R 

VClXOl vfU /VT70 


1.8 


1.3 




0.3 


0.5 


Renal ca APrTN 

EVClidi I/O. iv^/XXli 


0 


0 


Renal ca. TTO-31 


2.7 


1.2 


Pprml r o TFC-10 

XVGJJal IsO. X XV. X Vf 


1.1 


1.8 


T iver 


0 


0.2 


T ivpt ffptaT^ 


0.6 


0 


T ivpt* pa fhpTiatnnlajrti TTcnCr2 

XjIVCI I/O. ^xi&^/OLUUXOdiy xx\/J/vj*# 


0.7 


0 


T 1 1T1 0 


0 


1 




0.4 


0.5 


T iinrr P!» f email pplil T 
XjLUlg Ua. ^blJxaxl KsKsii J JU/\. i 


0 


0 


T imcr pa f email p.p11^ "NCT-H69 


79.6 


73.7 


T nn& pa f<z p_p11 vnr ^ STTP-77 
J_#Ung Ltd.. yak,) OxxJT / / 


6.3 


5.3 


T una pa flnrexp rpli\NPL.rT460 


0.4 


0.2 


T iiti(t pa fnp»n~ <rm ppII^ A SAO 


0.7 


0.6 


T uncr pa ^ nP»Tl-Q Ppl!^ "Mf M-TT^.^ 


0 


03 


T imo pa ( np<"n-Q rpII^ TTO"P-t>2 


0 


0.2 


T una r.a fnon-*: ch NCI-H522 


1 


0.2 


T una pa formam ■ SW 900 


3.3 


2.5 


IvUZlg Uo. ^StjUdlll. ) IN^X 


15.3 


9.7 


lviaiiiij idry giaiiu 


0.8 


0 


T)-r#»oct pq * AVI p~flfi.cin.ni ^K-7 
JJlCaSl Co. VP-l. CxAUoIUIXJ ivxv-'X f 


0 


0 


Rr^nct pa * fnl pf\ MDA-MB-231 

.DiksOoL WO. \|Jl.&X/ J.VXX-/ix w XYXX^ X*-* X 


0 


0 


"Drp-act r»a * /Wl pffiiQinm"^ T47D 


0 


0 


"Rrpnct ca "RT-^49 


9.6 


8.2 


"RreaQf ca A/TDA-N 


1.8 


0.9 


Ova tv 
\y vox j 


4.3 


2.7 


Ovarian ca OVPAR-3 

\*/Voxloxi U(L v./ ▼ v^ruv -j 


1.8 


1.6 


Ovarian ca OVCAR-4 

^yVoXloxi wo. v t v^^iXN. r 


0 


0 


Ovarian ca. OVCAR-5 

\J V OX lOXt wO. V_/ T ^xUX 


0 


0 


Ovarian ca. OVCAR-8 
w v oi lull vo* t \/fuv u 


3.8 


2.3 


Ovarian ca. IGROV-1 

vyvoiioxi vo* i>Ji-»-v/ t * 


0 


0 


Ovarian ca * (ascites) SK-OV-3 


0 


0 


Uterus 


21.3 


21 


Placenta 


0 


0 


Prostate 


0.7 


1.5 


Prostate ca.* (bone met)PC-3 


3 


1.3 
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Testis 


9.8 


6.9 


Melanoma Hsooo(A). 1 


22 


03 


Melanoma* (met) rlsooo^rSj.l 


22 


0.8 


Melanoma UACC-62 


0 


0 


Melanoma M14 


2.5 


1.8 


Melanoma LOX IMVI 


1.1 


0.9 


Melanoma* (met) SK-MEL-5 


0 


0 


Adipose 


0.3 


0 



Table 31. Panel 2D 



Tissue Name 


Relative 
Expression 
(%) 


Relative 
Expression 




GpcrlO 


2Dtm3394t 
ag998 


Normal Colon GENPAK 061003 


8.4 


13 


9X) 1 9 CC Well to Mod Diff (OD03866) 


3.1 


15 


R'WO CC NAT fOD03866) 


3.7 


1.5 


RV>0 1 CC Gr 2 rectosiemoid fOD03868# 


1.3 


0.5 


9X)00 CC NAT (OD038681 


2.5 


0.7 


R^9^S CC Mod Diff fODO3920 1 


0.0 


0.0 


RT^fi CC NAT (ODO3920 1 


3.9 


2.7 


00907 ^ 9 ascend colon fOD03921 1 


1.0 


0.0 


R^93R rr NAT fOD03921 1 


4.9 


3.2 


R1941 CC frnm Partial Henatectomv (ODO4309) 


0.7 


0.0 


R3242 T iverNAT fODO4309 , > 


0.9 


0.0 


87472 Colon mets to lime (OD04451-01 ) 


0.0 


12 


87473 Lime NAT fOD04451-02) 


1.7 


0.6 


Normal Prostate Clontech A+ 6546-1 


3.1 


2.0 


84140 Prostate Cancer (OD04410) 


2.3 


0.7 


84141 Prostate NAT (OD04410) 


21.5 


12.3 


87073 Prostate Cancer (OD04720-01) 


3.3 


2.1 


87074 Prostate NAT (OD04720-02) 


6.7 


6.7 


Normal Lung GENPAK 061010 


2.8 


1.4 


83239 Lung Met to Muscle (OD04286) 


11.2 


11.8 


83240 Muscle NAT (ODQ4286) 


2.1 


1.0 


84136 Lung Malignant Cancer (OD03 126) 


2.8 


0.5 


84137 Lung NAT (OD03126) 


2.1 


2.9 


84871 Lung Cancer (OD04404) 


4.0 


2.1 


84872 Lung NAT (OD04404) 


1.7 


0.0 


84875 Lung Cancer (OD04565) 


0.0 


0.8 


84876 Lung NAT (OD04565) 


3.4 


2-8 


85950 Lung Cancer (OD04237-01) 


44.4 


40.6 


85970 Lung NAT (OD04237-02) 


0.6 


0.5 


83255 Ocular Mel Met to Liver (ODO4310) 


24.3 


15.8 


83256 Liver NAT (ODO4310) 


0.0 


0.0 


84139 Melanoma Mets to Lung (OD04321) 


100.0 


100.0 
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84138 Lung NAT (OD04321) 


3.1 


2.6 


Normal Kidney GENPAK 061008 


16.3 


21.6 


83786 Kidnev Ca. Nuclear erade 2 (OD04338) 


0.0 


' 0.8 


83787 Kidnev NAT (OD04338) 


9.9 


14.0 


83788 Kidney Ca Nuclear grade 1/2 (OD04339) 


0.0 


0.0 


83789 Kidnev NAT COD04339) 


27.5 


17.8 


83790 Kidnev Ca. Clear cell tvoe (OD04340) 


2.3 


1.6 


83791 Kidnev NAT (OD04340) 


9.4 


9.7 


83792 Kidnev Ca. Nuclear erade 3 (OD04348) 


0.7 


0.0 


83793 Kidnev NAT (OD04348) 


4.9 


3.7 


87474 Kidnev Cancer (OD04622-01) 


1.3 


0.0 


87475 Kidnev NAT ^OD04622-03 , ) 


3.0 


1.9 


85973 Kidnev Cancer (OD04450-O1 ) 


0.0 


0.0 


85974 Kidnev NAT fOD04450-03) 


102 


12.5 


Kidnev Cancer Clontech 8120607 


0.8 


1.6 


Kidnev NAT Clontech 8120608 


2.7 


0.5 


Kidnev Cancer Clontech 8120613 


1.3 


0.0 


lCidnev NAT Clontech 8120614 


8.4 


5.4 


TCirinev Cancer Clontech 9010320 


0.3 


0.3 


l^irtnpv NAT Clontech 9010321 


10.4 


7.3 


Normal T Items GENPAK 06 1 0 1 8 

N \Jl 11 lAl \J IVX Uo \JA-jlL lA iU.»> w iviv 


58.6 


45.1 


TTtpniQ fflnm- GENPAK 06401 1 


41.8 


43.2 


Nnrmal Thvrrrirl Clrwvteeh A+ 6570-1 

IN Ux Hull aaxjIvJIIX V^lvlAl*A*U >Tx ' /v a 


32.3 


27.5 


ThvrniH Cancer GENPAK 064010 


0.0 


0.5 


ThvrniH PnTicw TNVTTROGEN A302152 


2.1 


0.8 


ThvmiH NAT TNVTTROGEN A302153 


18.4 


13.4 


Normal Ereast GENPAK 061019 


2.9 


0.0 


S4S77 Rreast Cancer TOD04566^ 


13 


0.6 


R5075 Ereast Cancer fOD04590-01, 


3.6 


0.9 


8**076 Erfta<rt Cancer Mets ^0004590-03^ 


0.8 


0.0 


S7070 TirRaof rianrer Metastasis TOD04655-05^ 


0.9 


0.4 


OT7NP Al^ Emn<it Cancer 064006 


0.9 


1.1 


"Rrf Qet OnrKVM* T?**q Gpn 1 024 


1.7 


12 


PTpn<it Canrpr Clontech 9100266 


2.0 


3.5 


ErejKit NAT Clontech 9 1 00265 

JL>1 vhXoL X Vrf*XLrXXU>\^XX 7 l vu*«v^ 


\2 


0.7 


Erea<rt Cancer 1NVTTROGEN A209073 


7.4 


7.9 


Ereast NAT TNV1TR0GEN A2090734 


2.5 


1.6 


Normal T iver GENPAK 061009 

1LUX1 X_«X V^X VJAiXi A A»A>» \f\jx\f\**r 


0.0 


0.9 


T iver Cancer GENPAK 064003 

A-il VC/l \^*fUl\s\*l VJX_iX^IA XAAV. W"TW«./ 


1,5 


0.0 


T ivpr Pan opt Research Genetics RNA 1025 


0.7 


0.0 


T ivpT fencer T? pjcearc h Genetics RNA 1026 


0.0 


0.6 


Paired T iver Cancer Tissue Research Genetics RNA 6004-T 


0.0 


0.5 


Paired T iver Tissue Research Genetics RNA 6004-N 


2.6 


1.5 


Paited Liver Cancer Tissue Research Genetics RNA 6005-T 


0.8 


0.5 


Paired Liver Tissue Research Genetics RNA 6005-N 


0.0 


0.0 


Normal Bladder GENPAK 061001 


4.2 


4.0 


Bladder Cancer Research Genetics RNA 1023 


3.7 


0.7 


Bladder Cancer INVTTROGEN A302173 


20.4 


21.8 
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o /u / 1 ijiaoQcr dancer ^ui/u*t / 1 o-v i ^ 


0.0 


1.9 


97079 RlorlHm- WArmal Arltar^nt fOD0471 8-03^ 
o /v / Z JjiatXClcr lNUliilal /Yujal/CIIL ^v/a/v^t r lkj^jj j 


1.4 


0.7 


XNOIIlJaX w Vaiy JvCo. well. 


1.7 


4.4 


OT/ai-tQ-n r*5»Tirj*r fflTMPATT Of^dOfl R 
\JValJaJj V^aiJUCr VJX-JNx /\JV VIOHVVO 


11.5 


12.6 


87AQ7 PWrarv Pimof*r fnT}ft47fiR-07^ 


0.0 


0.0 


07/1O1 rVirom/ TnJAT fOTiftA7fiR-flR^ 


13 


0.0 


XT/vrmnl Ctnmopll nTTMPAV 0/^1017 

IN0TH1E1 olOIDHCIl VJXliNJr-ftJV UOJLvl / 


6.9 


8.0 


Uastnc L^ancer l^iobxcch yvovjoo 


0.0 


1.3 


xt at* of A «MOA^ o/vcrw^Q 
MAI otomacn Laoniecn yvwjjy 


5.3 


5.4 


(jastnc cancer donxecn yvovjyj 


12 


0.7 


NA1 otomacn donxecn yuouo^*f 


3.1 


2.6 


Gastric Cancer Clontech 9060397 


0.9 


2.6 


NAT Stomach Clontech 9060396 


22 


0.7 


Gastric Cancer GENPAK 064005 


22 


4.4 


Table 32. Panel 3D 




Tissue Name 


Relative 
Expression 
(%) 


Relative 
Expression 
(%) 




3dx4tm6577f_ 
GpcrlO al 


ag998 b2 

til. V 


94905 Daoy Medulloblastoma/Cerebellum sscDNA 


0.0 


0.0 


94906 TE671 MeduUoblastom/CerebeUum_sscDNA 


0.3 


u.u 


94907 D283 Med Medulloblastoma/Cerebellum_sscDNA 


1.6 


ft i 
yj. i 


94908 JPFSK-lJPrimitive 
Neuroectodermal/Cerebellum sscDNA 


02 


u.u 


94909 XF-498 CNS sscDNA 


0.0 


0.2 


94910 SNB-78 CNS/glioma sscDNA 


0.0 


0.0 


94911 SF-268 CNS/glioblastoma_sscDNA 


0.0 


0.0 


94912 T98G Glioblastoma sscDNA 


0.0 


0.0 


96776 SK-N-SH Neuroblastoma (metastasis) sscDNA 


16.4 


8.6 


94913 SF-295 CNS/ghoblastoma sscDNA 


13.4 


6.2 


94914 Cerebellum sscDNA 


5.5 


2.8 


96777 Cerebellum sscDNA 


3.3 


0.0 


94916 NCI-H292 Mucoepidermoid lung carcinoma sscDNA 


1.2 


ft ft 

U.U 


94917 DMS-114 Small cell lung cancer sscDNA 


0.0 


0.0 


94918_DMS-79_Small cell lung 
cancer/neuroendocrine sscDNA 


03 


0.0 


949 1 9JNCI-H 1 46_Small cell lung 
cancer/neuroendocrine sscDNA 


100.0 


100.0 


94920 NCI-H526JSmall cell lung 
cancer/neuroendocrine sscDNA 


1.9 


0.6 


94921_NCI-N41 7_SmaU cell lung 
cancer/neuroendocrine sscDNA 


11.7 


5.1 


94923_NCI-H82_Small cell lung 
cancer/neuroendocrine sscDNA 


0.0 


0.2 


94924_NCI-H157_Squamous cell lung cancer 

(metastasis) sscDNA . : 


0.0 


0.0 


94925 NCI-H1155 Large cell lung 


0.2 


0.3 
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cancer/neuroendocrine sscDNA 






94926_Na-H1299_Large cell lung 

i i T"YXT A 

cancer/neuroendocnne sscDWA 


a ft 




yAy/,/ NCl-tizZ/ J^ung caruinuiu ^wx-zi^rv 


1.0 


1.1 


4 rv^ o xt/TT TTlkjIY""' 11 T i-mcr r*;irf»fnrviH dCipTYWA 

949^8 rNCl-UM.U-1 1 Juiing odruxxiuiu__t>av/j-/j.'tr^ 


5.5 


3.1 


y4yzy Lft/v-l omau ecu lung odiiv/ci a&uiyi^.n. 


0.0 


0.0 


9493 U Colo-zUO ooion cancer bbi*L/i^i/i. 


0.0 


0.0 


r\Af\l 1 vx/ii /"Winn /^Qrvppr ccr*TYWA 

94931 JvMlZ uoion cancer oooj-zin^v 


0.0 


0.0 


94932 KJVLiUJuZ colon cancer s>i>uL/rN/v 


0.0 


0.0 


9493 3 INCI-Jti/Io ^01011 cancer &5i/±>M^-r^ 


0.9 


0.2 


94935 SW-48 Colon adenocarcinoma sscDNA 


0.0 


0.0 


94936 SW1116 Colon adenocarcinoma s^cl/iya. 


0.0 


0.0 


94937 LS 1741 Colon aaenocaremoma_5&Gx>uTf\ 


0.0 


0.0 


94938 SW-948 Colon adenocarcinoma ssci^ixa. 


0.0 


0.0 


94939 SW-480 Colon adenocarcinoma sscDNA 


0.0 


0.0 


si a n A f\ \T/TT fi\TTT C /*** 1 1 ■■ I j ■ rtn«M«nnt«t4 nnp 1 IMA 

94940 Nd-SNU-3 vjastnc carcinoma sscuin/y 


0.0 


0.0 


94941 KATO 111 Cjastnc carcinoma sscuina 


0.0 


0.0 


94943 NCI-SNU-lo uastnc carcmoma sscuixn. 


0.0 


0.0 


94944 NCI-SNU-1 Gastric carcinomasscDNA 


0.0 


0.0 


94946 RF-1 Gastric adenocarcinoma sscDNA 


0.0 


0.0 


94947 RF-48 Gastric adenocarcinoma_sscDJNA 


0.0 


0.0 


96778 MKN-45 Gastric carcinoma_sscDNA 


0.0 


0.0 


94949 NCI-N87 Gastric carcinoma_sscDNA 


0.0 


0.0 


94951 OVCAR-5 Ovarian carcinoma sscDNA 


0.0 


A ft 


94952 RL95-2 Uterine carcinoma sscDNA 


0.0 


ft ft 

u.u 


94953 HelaS3 Cervical adenocarcinoma sscDNA 


1.8 


0.0 


94954jCa Ski_Cervical epidermoid carcmoma 
(metastasis) sscDNA 


0.0 


0.0 


94955 ES-2 Ovarian clear cell carcinoma_sscDNA 


0.0 


0.2 


QdQ<\l PaTno^6h stim Stimulated with PMA/ionomycin 
6h sscDNA 


0.0 


0.0 


94958 Ramos/14h stim_"; Stimulated with PMA/ionomycm 
14h sscDNA - 


0.0 


0.0 


94962_MEG-01 jChronic myelogenous leukemia 
(megokaryoblast) sscDNA 


5.3 


0 1 


94963 Raji Burkitfs lymphoma sscDNA 


0.0 


0.0 


94964 Daudi Burkitt's lymphoma sscDNA 


0.0 


0.0 


94965 U266 B-cell plasmacytorria/myeiorna_sscj^iN/^ 


0.0 


0.0 


94968 CA46 Burkitfs lymphoma sscDNA 


0.0 


0.0 


94970 RL non-Hodgkin s B-cell lympnoma ssci^in/v 


0.0 


0.0 


94972 JMl_pre-B-cell lympnoma/ leuKemia sscj^in/v 


0.0 


0.0 


94973 JurJcat 1 cell leukemia ssciaiha 


0.0 


0.0 


94974 ii^-i rtryinrojeuKemia ssci^in/v 


0.0 


0.0 


94975 nU l /o i -ceil lympnoma ssci/in/\ 


1.1 


0.0 


949 / / U"3 / tiisiiocytic rympnoma boisijrir* 


0.0 


0.0 


OAORft TTTT-R12 Mvftlnaenons leukemia sscDNA 


242 


10.2 


94981 769-P Clear cell renal carcinoma sscDNA 


0.0 


0.0 


94983 Caki-2 Clear cell renal carcinoma_sscDNA 


0.7 


0.0 


94984 SW 839 Clear cell renal carcinoma_sscDNA 


0.0 


0.0 


94986 G401 Wilms 1 tumor sscDNA 


0.0 


0.0 
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94987_Hs766T_Pancreatic carcinoma (LN metastasis)_sscDNA 


0.4 


0.0 


94988_CAPAN-l_Pancreatic adenocarcinoma (liver 


0.0 


0.0 


metastasis) sscDNA 






94989JSU86.86_Pancreatic carcinoma (liver 
metastasis) sscDNA 


ft A 


U.J 


94990 BxPC-3 Pancreatic adenocarcinoma sscDNA 


3.4 


1.4 


94991 HPACPancreatic adenocarcinomasscDNA 


0.0 


0.0 


94992 MIAPaCa-2JPancreaticcarcinoina_sscDNA 


ft ^ 


ft n 


94993 CFPAC-1 Pancreatic ductal adenocarcinoma^ sscDNA 


A 1 
4.1 


1 R 


94994 PANC-lJPancreatic epithelioid ductal 
carcinoma sscDNA 


ft ft 
U.U 


0 0 

V/.vr 


94996 T24 Bladder carcinma (transitional cell)_sscDNA 


0.0 


0.0 


94997 5637 Bladder carcinoma sscDNA 


4.4 


1.5 


Q4QQK HT-1 197 Bladder carcinoma sscDNA 


6.4 


6.0 


94999 XJM-UC-3 Bladder carcinma (transitional cell) sscDNA 


0.8 


0.0 


0*5000 A 904 PhahdniTivosarcoma sscDNA 


0.0 


0.0 


95001 HT-1080JFibrosarcoma_sscDNA 


0.0 


0.0 


95002 MG-63J3steosarcoma(bone)_sscDNA 


ft ft 


ft ft 

U.U 


95003 SK-LMS-l_Leiomyosarcoma (vulva)_sscDNA 


A ft 

U.U 


ft ft 
U.U 


95004_SJRH30_Rhabdomyosarcoma (met to bone 
marrow) sscDNA 


2.1 




Q*Cftft*\ AA'XI T?-nir1f»rmmH r* .jvrrin fvm a sscDNA 


0.0 


0.0 


Q^ftft7 WX/T9^f^-4. M>lanama conDNA 


7.2 


4.3 


o^nift nn "Prnctatp rammfimfl fhrafn metastasis^ sscDNA 


0.0 


0.0 


o< ft 1 o AAT\ A ~\jfT>-AAQ Tkrm of si ilpn nr aminoma sscDNA 


0.0 


0.3 


G^ftn OPP /I QniiamniK rs/»H narrrnnms. ftf toninie sscDNA 


0.0 


0.0 


95014 SCC-9 Squamous cell carcinoma of tongue_sscDNA 


0.0 


0.0 


95015 SCC-15 Squamous cell carcinoma of tongue_sscDNA 


0.0 


0.0 


95017 CAL 27 Squamous cell carcinoma of tongue_sscDNA 


0.3 


0.0 



Table 33. Panel 4D 



Tissue Name 


Relative 
Expression 
(%) 


Relative 
Expression 
(%) 


4dx4tm5136f_ 
gpcrlO b2 


4Dtm3395t_ 
ag998 


93768 Secondary Thl_anti-CD28/anti-CD3 


0.0 


0.0 


93769 Secondary 'i'h2_anti-CD28/anti-CD3 


1.3 


0.0 


93770 Secondary Trl_anti-€D28/anti-CD3 


0.5 


0.0 


93573 Secondary Thl_resting day 4-6 in IL-2 


0.0 


0.0 


93572 Secondary Th2_resting day 4-6 in JL~2 


0.0 


0.0 


93571 Secondary Trljresting day 4-6 in IL-2 


0.0 


0.0 


93568_primary Thl_anti-CD28/anti-CD3 


0.0 


0.0 


93569 jrimary Th2_anti-CD28/anii-CD3 


0.0 


0.0 


93570_primary Trl_anti-CD28/anti-CD3 


0.0 


0.0 


93565_primary Thl resting dy 4-6 in IL-2 


0.0 


0.0 


93566jptimary Th2_resting dy 4-6 in IL-2 


0.0 


0.0 


93567_jHimary Trljresting dy 4-6 in IL-2 


0.0 


0.0 
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95351 CD45RA CD4 lvmohocvte aati-CD28/anti-CD3 


0.0 


0.3 


93352 CD45RO CD4 lvmDhoc vte anti-CD28/anti-CD3 


0.0 


1.6 


93251 CD 8 T.vrrvnhocvtes anti-CD28/anti-CD3 

j/_JX>«^ i \_/i-/0 XjjrlXXL/XAUwJr U^O «*l 1 LI wL/**U/ lUlU^^X/*' 


1.4 


0.0 


93353 rnronic CTD8 T vmnhocvtes 2rv restinff dv 4-6 in IL-2 


0.0 


0.5 


93574 chronic CD8 Lvnmhocvtes 2rv activated CD3/CD28 


0.0 


0.0 


93354 CTM none 


1.9 


0.0 


93252 Secc^darvThl/rh2ATrl anti-CD95 CH11 

7Jvb>/& Ovvvl Umax jr XXXXf X 1 l<w 11 X tuiu.^-'A/yi/ v^aaxx 


0.0 


0.0 


93103 T AK cells restine 

S^\\J*J XviVXV Vl>XXO X VAJlXXXj^ 


1.6 


23 


93788 T AK cells IL-2 

JT J / OO XjuVXV vtsllO .11/ *• 


6.7 


12.2 


93787 TAK" cells iT-2+IL-12 


1.9 


0.7 


Q378Q T AK cells IT -2+TFN aamma 


2.9 


4.6 


017Qn T A If /»p11q m?4- TT -1 8 

7J / y\J Xj/VIV OCilo XL#""Z i JJL*~ 1 o 


2.6 


4.4 


01104 T ATT ppIIq PMA/ionOTnvcTn andlL-18 


32 


0.6 


01<I78 KMC fVHc TT^? resting 


6.4 


4.5 


i no AA-iYfvl T \m-m1ifif*vt*» P portion Two Wav MLR 
yj x\jy XVX1A.CU x^YxupxUJi*yix^ xv\^<iv» tx vjii x yy tt txj xt i i /av 


10.4 


9.9 


no iin A/TiYprl T vrrmliftrvte Reaction Two Wav MLR 

1 IVl xtXIAOU J-* YIXIX/lll/v V (Xy ivtov uv/xi x tt ojr xtxj 


2.7 


3.1 


qq iii A/Tt-rprf T vrrmVinrvte Reaction Two Wav MLR 

7j 111 xVxJLivCU i *y iiiiiiitiv»y IX* ivwiuuiijui x tt \j tt ojt xyxxxia. 


0.0 


0.0 


qq IIO Mnrirmiirlrar Pellc ^TVMCLs i restmff 
7J 1 1Z xVlUnOHUl/lCiUT vsCJXo ^xxJlVxy^oj itouxift 


0.5 


0.0 




3.2 


1.3 


i in xVLononuciear v^cus ^x ijiviv^o j r xxrv-xj 


0.0 


0.0 


yjz^ry xvainos ^x> ceu/_iioiic 


0.0 


0.0 


y J ZD u_ivainos ^r> ceil ^loiioixiy cin 


0.0 


0.0 


yjjtty^jD jynipno cyix^s^x wivi 


0.0 


0.0 


yDDjy) 15 iyilipuOyiCS_V^x>*fl/l-» allU. JUL»--H 


0.7 


0.0 


09 ^fi^ T7nT-1 /TTrtoiTinTiVi-il i rThr AW difFerentiated 

J/ZO tl J r*A 1 1 <** l i XvUolUUIJxlxI I vl lf V/ viJ. vxx uiixu i^xiucttvu 


0.0 


0.0 


y jZHo HV-/x>"l V JZ^SIDUpixll^ UUUxAJLVxX / x IVXrtJ^JUUxxljr V/xll 


1.7 


0;0 


jjo jJcQuiiiic ^ciis none 


0.8 


0.9 


O^l*;^ TV^n/^T-itin r***11c T P^J 1 0O no/ml 


0.0 


0.6 


yj i / j jLvcnuriuc i^eiis anu-\^x-/**u 


0.0 


0.0 


/ /4_JVionocyies_it5Sting 


0.0 


0.0 


A^rt-ri/w»vf**c» TP1 ^0 no/ml 


0.0 


0.0 


yjjG i_JViacropiiages_rcsiiug 


0.0 


0.0 


y j D oZ M lYlaClX)pnagcS_x J lr O 1 UU ug/XIU 


0.0 


0.0 


QaAQft TTTTVPr* rPnHofh^linl 1 none 


0.0 


0.0 


7ju77 nu yIa/ i xinQOUicixiii^ ouirvcu. 


1.0 


0.0 


01 inn TTTTVPP /TJnHr^t'hflipl^ TT-lfi 
y D l UU XxU Y I2A_y ^XillUv) LxlClla 1 )_m±j~ 1 U 


0.0 


0.0 


01770 TTT TVFP rPndothelial i TFM arnntna 


0.6 


0.0 


93102_HUVEC (EndotheKal)JTNF alpha + IFN gainiria 


0.0 


0.0 


93101_HUVEC (^dotheHal)TNF alpha + IL4 


0.0 


1.3 


93781_HUVEC (Endothelial) JLL-11 


1 1 

1.3 


n n 


93583_Lung Microvascular Endothelial Cells_none 


1.0 


0.0 


93584JLung Microvascular Endothelial Cells_TNFa (4 ng/ml) 
andlLlb (1 n^ml) 


1.9 


0.0 


92662_Microvascular Dermal endothelium_none 


0.0 


0.0 


92663 Microsvasular Dermal endothelium_TNFa (4 ng/ml) and 
ELlb (1 ngtol) 


0.0 


0.0 


93773 Bronchial epithelium TNFa (4 ngfeil) and ILlb (1 
ng/ml)** 


2.2 


1.1 


93347_Small Airway I^>ithelium_none 


1.1 


0.4 
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93348_Small Airway EpitheliumJTNFa (4 ng/ml) and ILlb (1 
ng/ml) 


0.0 


0.0 


92668 Coronery Artery bMC_resung 


0 0 


0.0 


92669_Coronery Artery oMC_INra (4 ngrmi) ana jjlid 

-n *T/f*i 1 1 

ngrmi/ 


0 0 

V/.V/ 


0.0 


93107 astrocytes resting 


0.0 


0.3 


93108 astrocytes TNFa (4 ng/ml) and ILlb (1 ng/ml) 


0.9 


0.7 


92666 KU-8 12 (Basophil) resting 


42.8 


43.8 


92667 KU-8 12 (Basophil) JPMA/ionoycin 


100.0 


100.0 


93579 CCD1 106 (Keratinocytes)_none 


0.0 


2.6 


93580 CCD1 106 (Keratinocytes)_TNFa and IFNg ** 


0.0 


0.6 


93791 Liver Cirrhosis 


4.6 


3.4 


9^792 LunusKidnev 


0.0 


0.0 


93S77 NCI-H292 


1.9 


0.0 


QWiR NrT-H292 IL-4 


0.0 


0.0 


<mfiO NrT-H292 EL^9 


0.9 


02 


Q^<\Q NPT-TO92 TT -13 


1.0 


0.0 


93357 NCI-H292 IFN gamma 


0.0 


1.0 


93777 HPAEC - 


n o 


0 0 


93778 HPAEC IL-1 beta/TNA alpha 


n n 


0 0 


93254 NonnalHiimanLungFibroblastnone 


n n 


0 0 


93253__Normal Human Lung FibroDlast_lNra (4 ngftnij ana lu- 
lb (1 ngrmlj 




0.3 


"Normal TTirman Lime Fibroblast IL-4 


0.0 


0.0 


Q39^£ "NTnrmnl TTirman T imp Fibroblast IL-9 


0.0 


0.0 


Q** 9 *; Mnrmnl "Hi rman Timp Fibroblast EL- 1 3 


0.0 


0.0 


QQ9i:o "NTrkt-mnl Human T ima Fibroblast IFN gamma 


0.0 


0.3 


cninfi Fi^rmnl Fi>rrnhla«rb5 CCD 1070 restine 


3.6 


0.0 


<mM TVrmal Fibroblasts CCD 1070 TNF alpha 4 ng/ml 


0.0 


0.0 


cm ftS T>f*rmal Fibroblasts CCD 1070 IL-1 beta 1 ng/ml 


0.0 


0.7 


Q^779 Hprmal tihrohlast IFN gamma 


0.0 


0.0 


QT771 Hmnal fibroblast IL-4 


1.0 


0.0 


<n?SQ TRD Colitis 1 ** 


1.3 


0.0 


0^9 fiO TR"n Colitis 9 


1.1 


1.1 


93261 IBDCrohns 


1.5 


0.0 


735010 Colon normal 


0.0 


0.0 


735019 Luna_ none 


0.0 


0.7 


64028-1 Thymus none 


122 


17.2 


64030-1 Kidney none 


4.8 


5.0 



Table 34. ] 


Panel CNSD.01 


Tissue Name 


Relative 
Expression(%) 


Tissue Name 


Relative 
Expression(%) 


cns_lx4tm665 
If gpcrlO bl 


ens Ix4tm665 
If gpcrlO bl 


102633 BA4 Control 


39.1 


102605 BA17PSP 


36.8 


102641 BA4Control2 


27.9 


102612 BA17PSP2 


162 


102625 BA4 Alzheimer^ 


9.8 


102637 Sub Nigra Control 


18.4 
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102649 BA4 Parkinson's 


55.7 


102645J3ub Nigra Control2 


12.4 


102656 BA4 Parkinson^ 


71.6 


102629_Sub Nigra 
AJzheimer , s2 


12.6 


102664 BA4 Huntington's 


40.3 


102660_Sub Nigra Parkinson^ 


40.0 


1 rtl^l Tl A A TT 1I1L 1 ■■■ ,1 ji il'jiI 

.02671 B A4 Huntington sz 


1 f\ *7 


102667_Sub Nigra 
ixunnngions 




102603 BA4PSP 


15.3 


102674 SubNiora 
Huntmgton's2 


20.8 


102610 BA4PSP2 


475 


102614 Sub Nigra PSP2 

-™ £^ .in-, — 


2.6 • 


102588 BA4 Depression 


19.3 


102592 Sub Nigra Depression 


1.3 


102596 BA4 Depression2 


inn 

lU.u 


lu/jyy ouo iNigra uepressionz 


7 0 


102634 BA7 Control 


49.7 


102636 Glob Palladus Control 


3.7 


102642 BA7 Control2 


27.2 


102644 Glob Palladus Control2 


9.7 


102626 BA7 Alzheimer^ 


19.1 


1 02620 J31ob Palladus 
Alzheimer's 


9.9 


102650 BA7 Parkinson's 


22.5 


102628_Glob Palladus 
Alzheimer , s2 


0.0 


102657 BA7 Parkinson'sz 


66.8 


102652_Glob Palladus 
Parkinson's - 




102665 BA7 Huntington's 


48.2 


102659_Glob Palladus 
> arkinson , s2 


1 A 
1.4 


102672 BA7 Huntington's2 


53.4 


102606 Glob raliaaus ror 


U.u 


102604 BA7 PSP 


49.6 


102613 Glob raliaaus r hrl 




102611 BA7PSP2 


39.3 


1 09^01 rM/\K PallnHiiQ 
X\jA€.Dy l^\Jl\>D JTaJlaUUd 

Depression 


0.0 


102589 BA7 Depression 


ls.l 


[02638 Temp role Control 


9< 9 


102632 BA9 Control 


37.7 


1 f\n £ A f T< - .- Tl— 1— . /"* ill.- 1*> 

102646 Temp role Control/ 


ol.o 


102640 BA9Control2 


69.3 


102622 Temp Pole Alzheimer's 


12.7 


102617 B A9 Alzheimer's 


8.9 


102630JTempPole 
Alzheimer , s2 


17.2 


102624 BA9 Alzheimer^ 


26.4 


102653 Temp Pole Parkinson's 


46.6 


102648 BA9 Parkinson's 


29.4 


102661 JTemp Pole 
Parkinson sz 


w. / 


102655 BA9 Parkinson^ 


55.8 


102668_TempPole 
tiuntmgton s 


00. j 


102663 BA9 Huntington's 


51.3 


102607 Temp Pole For 


^ 7 
D./ 


102670 BA9 Huntington's2 


21.1 


1 026 1 5 1 emp r oie rorz 




102602 BA9PSP 


27.6 


1 n9£nft TVnrm PiYlf* 

ii/^ovi/^xciiip roic 
Depression2 


9.6 


102609 BA9PSP2 


13.1 


102639 Cing Gyr Control 


57.2 


102587 BA9 Depression 


13.8 


102647 Cing Gyr Control2 


27.5 


102595 BA9 Depression2 


7.2 


102623 Cing Gyr Alzheimer's 


25.1 


102635 BA17 Control 


100.0 


102631 Cing Gyr Alzheimer , s2 


6.8 


102643 BA17Control2 


53.3 


102654 Cing Gyr ParJansan s 


Z*f.o 


102627 BA17 Alzheimer sz 


19.6 


lUZooz Umg Cxyr P arJonson sz 


7 


1 ft9£S 1 Xk A 1 7 PnTloTiorm*^ 

L\J£r\}D I -D/A.JL / X rtl MILMJll o 


67 7 


1 09fl69 Cfn o Ctvt Hirntin atrm's 


60.3 


102658 BA1 7 Parkinson^ 


77.0 


102676_CingGyr 
Huntington's2 


16.4 


102666 BA17 Huntington's 


43.9 


102608 Cing Gyr PSP 


19.0 


102673 BA17 Huntmgton's2 


23.5 


102616 Cing Gyr PSP2 


6.9 
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102590 BA17 Depression 


16.9 


102594 Cing Gyr Depression 


9.3 


102597 BA17 Depression2 


33.1 


102601 Cing Gyr Depression2 


15.4 



Panel 1 Summary: 

GpcrlO The NOV4 gene is relatively highly expressed in samples from the central 
nervous system. Among these tissues, moderate expression is detected in thalamus, 
5 hippocampus, amygdala and substantia nigra, while lower expression is seen in spinal cord, 
hypothalamus and cerebellum (see discussion of Panel 1.3D for potential utility). Among 
normal tissues, NOV4 gene expression is also detected in colon, kidney, thyroid, testis and 
uterus 

The NOV4 gene is most highly expressed in a sample derived from a lung cancer cell 
10 line and shows significant expression in other samples derived from lung cancer cell lines. In 
addition, there appears to be significant expression of this gene in CNS cancer derived cell 
lines, ovarian cancer cell lines, and a pancreatic cancer cell line. Thus, based upon this pattern 
of gene expression, the therapeutic modulation of the activity of the NOV4 gene product is of 
use in the treatment of CNS malignancies, lung cancer, pancreatic cancer and/or ovarian 
15 cancer. 

Panel 1.1 Summary: 

Gpcrl0/Gpcr38 Three replicate experiments performed using different probe/primer 
sets yielded results that are in good agreement. Strong expression of the NOV4 gene is again 

20 observed in the CNS, including in amygdala, cerebellum, hippocampus, substantia nigra, 

thalamus and cerebral cortex. Lower expression levels are also seen in the spinal cord. This 
gene shows homology to Slit-3, and shows brain preferential expression. The Slits are a 
family of secreted guidance proteins that can repel neuronal migration and axon growth via 
interaction with their cellular roundabout receptors, making this an excellent candidate 

25 neuronal guidance protein for axons, dendrites and/or growth cones in general (Ref. 2-3). 

Therapeutic modulation of the levels of this protein, or possible signaling via this protein may 
be of utility in enhancing/directing compensatory synaptogenesis and fiber growth in the CNS 
in response to neuronal death (stroke, head trauma), axon lesion (spinal cord injury), or 
neurodegeneration (Alzheimer's, Parkinson's, Huntington's, vascular dementia or any 

30 neurodegenerative disease). 

Among metabolically relevant tissues, NOV4 gene expression is seen in fetal skeletal 
muscle, pancreas, and pituitary gland. This observation suggests that therapeutic modulation 
may aid the treatment of metabolic diseases such as obesity and diabetes as well as 
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neuroendocrine disorders. Glycoprotein hormones influence the development and function of 
the ovary, testis and thyroid by binding to specific high-affinity receptors. Interestingly, the 
extracellular domains of these receptors are members of the leucine-rich repeat (LRR) protein 
superfamily and are responsible for the high-affinity binding (Ref 1). 

5 Similar to what was observed in Panel 1 , the NOV4 gene shows highest expression in a 

sample derived from a lung cancer cell line and also shows significant over-expression in 
other samples derived from lung cancer cell lines relative to the normal lung control. 
Furthermore, it is also highly expressed by brain tumors derived cell lines, indicating a 
possible role in the development and progression of brain tumors. There appears to be 

10 significant expression of the NOV4 gene in a melanoma cell line as well as in uterus and testis 
tissue. Thus, based upon this pattern of gene expression, the therapeutic modulation of the 
activity of the NOV4 gene product is of use in the treatment of CNS malignancies, melanomas 
and/or lung cancer. 

1 5 Panel 1.2 Summary: 

GpcrlO Expression of the NOV4 gene is low/undetectable (CT values >35) in all 
samples on this panel (data not shown). 

Panel 1.3D Summary: 

20 Gpcrl0/Ag998 Results from two replicate experiments were performed using different 

probe/primer sets and the results are in excellent agreement. The NOV4 gene is most highly 
expressed in cerebral cortex (CT = 30) and shows moderate expression in other CNS regions 
as well including, amygdala, hippocampus, and thalamus. The NOV4 gene encodes a leucine- 
rich repeat protein. Leucine rich repeats (LRR) mediate reversible protein-protein 

25 interactions and have diverse cellular functions, including cellular adhesion and signaling. 
Several of these proteins, such as connectin, slit, chaoptin, and Toll have pivotal roles in 
neuronal development in Drosophila and may play significant but distinct roles in neural 
development and in the adult nervous system of humans (Ref 2). In Drosophilia, the LRR 
region of axon guidance proteins has been shown to be critical for their function (especially in 

30 axon repulsion). Since the leucine-rich-repeat protein encoded by the NOV4 gene shows high 
expression in the cerebral cortex, it is an excellent candidate neuronal guidance protein for 
axons, dendrites and/or growth cones in general. Therefore, therapeutic modulation of the 
levels of this protein, or possible signaling via this protein, maybe of utility in 
enhancing/directing compensatory synaptogenesis and fiber growth in the CNS in response to 
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neuronal death (stroke, head trauma), axon lesion (spinal cord injury), or neurodegeneration 
(Alzheimer's, Parkinson's, Huntington's, vascular dementia or any neurodegenerative disease). 

Among normal tissues, expression of the NOV4 gene is also seen in thyroid (CT =34), 
fetal skeletal muscle (CT = 33), uterus (CT = 32) and testis (CT - 33). In addition, there is a 
5 strong cluster of expression in CNS cancer-derived cell lines and lung cancer cell lines. Thus, 
based upon this pattern of gene expression, the therapeutic modulation of the activity of the 
NOV4 gene product is of use in the treatment of CNS malignancies or lung cancer. 

Panel 2D Summary: 

10 GpcrlQ/Ae998 Results from two replicate experiments were performed using different 

probe/primer sets and the results are in excellent agreement The NOV4 gene is most highly 
expressed in a sample derived from a melanoma metastasis (CT = 30.9). In addition, this gene 
appears to be more highly expressed in normal kidney and thyroid tissues when compared to 
associated cancer tissues. In contrast, the NOV4 gene is more highly expressed in lung 

15 cancer tissue when compared to normal adjacent tissue. Thus, therapeutic up-regulation of the 
activity of this gene, through the application of the protein product itself or by gene 
replacement therapy, is of use in the treatment of kidney and thyroid cancer. Alternatively, 
down-regulation of the activity of the NOV4 gene product, through the use of inhibitory 
antibodies or small molecule drugs, is of use in the treatment of melanoma or lung cancer. 

20 

Panel 3D Summary: 

Gpcrl0/Ae998 Results from two replicate experiments were performed using different 
probe/primer sets and the results are in excellent agreement The highest expression of the 
NOV4 gene on this panel is detected in a cell line derived from a small cell lung cancer (CT = 
25 29.1). In addition, there is expression in a cluster of lung cancer cell lines indicating that the 
inhibition of this gene activity is of use in the therapy of lung cancer. This result is consistent 
with what was observed in Panel 1.3D and Panel 2D. 

Panel 4D Summary: 

30 Gpcrl0/Ag998 Results from two replicate experiments were performed using different 

probe/primer sets and the results are in excellent agreement The NO V4 transcript is induced 
in PMA and ionomycin treated basophil cell line KU-8 12. Basophils release histamines and 
other biological modifiers in repose to allergens and play an important role in the pathology of 
asthma and hypersensitivity reactions. Therefore, antibody therapeutics designed against the 
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putative leucine rich repeat protein encoded for by the NOV4 gene could reduce or inhibit 
inflammation by blocking basophil function in these diseases. 



Panel CNSD.01 Summary: 

GpcrlO The NOV4 gene shows highest expression throughout the cortex, with lower 
levels in the substantia nigra and globus palladus. This result is consistent with what was 
observed in Panels 1, 1.1, and 1.3D. In addition, there is no apparent association between the 
NOV4 gene expression pattern and the diseased samples present on this panel. 

NOV5 

Expression of gene NOV5 was assessed using the primer-probe set Agl439, described 
in Table 35. Results from RTQ-PCR runs are shown in Tables 36, 37, and 38. 



Table 35. Probe Name Agl439 



Primers 


Sequences 


TM 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 1 - TCTCTTAGCCGTCATTGTCAGT- 3 1 


59 


22 


2508 


93 


Probe 


FAM-5 1 - 

TAGAATCAGCCTCAAGAGCTGGCACA- 
3 1 -TAMRA 


69.3 


26 


2553 


94 


Reverse 


5 * - GAAAGCACAAGTTCACAAGCA - 3 > 


59.1 


21 


2579 


95 



Table 36. Panel 12 



Tissue Name 


Relative 
Expression(%) 


Tissue Name 


Relative 
Expression(%) 


12tml799f 
agl439 


1.2tml799f_ 
agl439 


Endothelial cells 


12.9 


Renal ca. 786-0 


7.4 


Heart (fetal) 


39.2 


Renal ca.A498 


7.3 


Pancreas 


1.6 


Renal ca. RXF 393 


4.0 


Pancreatic ca. CAP AN 2 


10.7 


Renal ca. ACHN 


9.4 


Adrenal Gland (new lor*) 


14.7 


Renal ca.UO-31 


19.6 


Thyroid 


4.4 


Renal ca. TK-10 


15.4 


Salivary gland 


12.0 


Liver 


53.6 


Pituitary gland 


1.0 


Liver (fetal) 


2.9 


Brain (fetal) 


0.9 


Liver ca. (hepatoblast) HepG2 


57.0 


Brain (whole) 


4.6 


Lung 


02 


Brain (amygdala) 


7.0 


Lung (fetal) 


l.l 


Brain (cerebellum) 


1.5 


Lung ca. (small cell) LX-1 


14.6 


Brain (hippocampus) 


16.8 


Lung ca. (small cell) NCI-H69 


6.7 


Brain (thalamus) 


9.7 


Lung ca. (s.cell var.) SHP-77 


1.7 


Cerebral Cortex 


23.3 


Lung ca. Garge cell)NCI-H460 


25.0 
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Spinal cord 


1.3 1 


jung ca. (non-sm. cell) A549 


10.4 


CNS ca. (glio/astro) U87-MG 


11.3 J 


^ung ca. ^non-s.ceiij inv^j. 


50.3 


CNS ca. (gho/astro) U-l 18-MG 


9.2 J 


Jung ca ^nuii-b. ucii y nv/x -vix. 


36.9 


CNS ca. (astro) SW1783 


3.5 J 


Amg ca. ^non*-s.ciy inv^x-xxj^^ 


76.3 


CNS ca.* (neuro; met ) SK-N- 
AS 


23. o 


^ung ca. ^squaiii.7 vy / uu 


57.4 


CNS ca. (astro) SF-539 


2.4 


Lung ca. (squam.) NCI-H596 


16.2 


CNS ca. (astro) SNB-75 


3.1 


Mammary gland 


1.3 


CNS ca. (glio) SNB-19 


23.0 


Breast ca.* (pi. eflusion) MCr> 

7 
/ 


4.6 


fTsJ^ra Mio)U251 


7.0 


Breast ca.* (pl.ef) MDA-MB- 
231 


3.3 


rNTC ra Mio^ SF-295 


32.1 


Breast ca.* (pi. eflusion) T47D 


5.0 


IlCalt 


55.1 


Breast ca. BT-549 


3.4 




100.0 


Breast ca. MDA-N 


26.6 


)/iTia «v>orrr\Tt r 


0.9 


Ovary 


7.6 


inymus 


0.3 


Ovarian ca.OVCAR-3 


27.5 


opXccH 


0.7 


Ovarian ca. OVCAR-4 


12.1 


trrrmn TIAnP 


0.0 


Ovarian ca. OVCAR-5 


54.3 




3.3 


Ovarian ca. OVCAR-8 


7.9 


Diomacn 


1.8 


Ovarian ca. IGROV-1 


12.6 




10.0 


Ovarian ca.* (ascites) SK-OV-3 


47.0 


uoion ca. owhou 


3.6 


Uterus 


4.5 


Colon ca * (SW480 met)SW620 


15.8 


Placenta 


1.4 


Colon ca. HT29 


6.6 


Prostate 


11 5 


Colon ca.HCT-1 16 


34.4 


Prostate ca. (bone metjr^-3 




Colon ca. CaCo-2 


15.4 


Testis 


1.1 


83219 CC Well to Mod Diff 
(OD03866) 


0.7 


Melanoma xisooouvj. i 




Colon ca. HCC-2998 


46.3 


Melanoma (meiy ±isooo\i->j. x 


1.9 


Gastnc ca.* (liver met) NC1- 
N87 


20.2 


Melanoma UACC-62 


123 


Bladder 


17.6 


Melanoma M14 


13.5 


Trachea 


0.7 


Melanoma LOXUMVI 


3.0 


Kidney 


55.1 


Melanoma* (met) SK-MEL-5 


202 


Kidney (fetal) 


5.4 


Adipose 


3.5 



Table 37. Panel 2D 



Tissue Name 


Relative Expression(%) 


2Dtm2334f 
ael439 


2Dtm2365f 
ael439 


Normal Colon GENPAK 061003 


532 


50.7 


83219 CC Well to Mod DiflYOD03866* 


35 


3.4 


83220 CC NAT fOD03866) 


15.3 


13.6 


83221 CC G*-2 rectosigmoid fOD03868") 


7.4 


7.0 


83222 CC NAT fOD03868) 


4.4 


5.0 
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83235 CC Mod Diff fODO3920) 


8.9 


7.4 


83236 CC NAT fOD0392<» 


16.0 


14.5 


83237 CC Gr.2 ascend colon (OD0392n 


24.0 


23.2 


83238 CC NAT fOD0392n 


6.8 


9.8 


83241 CC from Partial Heoatectomv CODO4309) 


13.1 


11.8 


83242 Liver NAT fODO4309) 


54.7 


50.0 


87472 Colon mets to lime fOD04451-0n 


12.9 


7.6 


87473 Lune NAT (0004451-02^ 


2.7 


3.3 


Nonnal Prostate Clontech A+ 6546-1 


13.7 


26.6 


84140 Prostate Cancer (OD044101 


20.6 


26.1 


84141 Prostate NAT fOD04410) 


17.2 


17.9 


87073 Prostate Cancer fOD04720-On 


14.1 


14.0 


87074 Prostate NAT fOD0472(Mm 


29.5 


28.3 


Nonnal Lung GENPAK 061010 


7.0 


7.1 


83239 Lime Met to Muscle (OD04286) 


6.5 


8.3 


83240 Muscle NAT rOD04286) 


13.8 


15.2 


84136 Lune Malienant Cancer (OD03126) 


10.1 


9.9 


841 37 Lime NAT (OD03126) 


6.5 


9.1 


R4R71 Limir Cancer COD04404^ 


5.4 


6.3 


84872 Lune NAT (OD04404) 


9.0 


12.3 


84875 Lune Cancer (OD04565) 


5.0 


3.3 


84876 Lune NAT (ODM565) 


1.3 


1.7 


85950 Lune Cancer (OD04237-0H 


33.7 


43.5 


RS970 Limp NAT TOD04237-02) 


6.7 


8.5 


83255 Ocular Mel Met to liver (OD043 10) 


17.8 


14.2 


83256 Liver NAT COD043 10) 


70.2 


63.3 


841 39 Melanoma Metsto Lune ( OD04321) 


11.7 


13.9 


84138 Lune NAT (OD04321) 


92 


9.5 


Normal Kidney GENPAK 061008 


35.8 


412 


83786 Kidnev Ca. Nuclear erade 2 (OD04338) 


25.5 


272 


83787 Kidnev NAT (OD04338) 


10.6 


9.8 


83788 Kidnev Ca Nuclear erade 1/2 fOD04339) 


16.5 


21.8 


83789 Kidnev NAT (OD04339) 


21.0 


20.9 


83790 Kidnev Ca. Clear cell type COD04340) 


13.2 


12.6 


83791 Kidnev NAT fOD04340) 


16.8 


16.4 


83792 Kidnev Ca. Nuclear erade 3 fOD04348) 


2.1 


32 


83793 Kidnev NAT fOD04348) 


7.3 


7.1 


87474 Kidnev Cancer COD04622-01) 


5.1 


7.3 


87475 Kidnev NAT (OD04622-03) 


2.7 


2.9 


85973 Kidnev Cancer COD04450-0n 


33.7 


33.9 


85974 Kidnev NAT fOD04450-03) 


26.1 


14.4 


Kidney Cancer Clontech 8120607 


3.6 


3.8 


Kidney NAT Clontech 8120608 


13.9 


83 


Kidney Cancer Clontech 8120613 


4.6 


5.0 


Kidney NAT Clontech 8120614 


6.9 


5.8 
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Kidney Cancer Clontech 9010320 


15.0 


14.3 


Kidney NAT Clontech 9010321 


12.9 


14.9 


Normal Uterus GENPAK 06101 8 


5.4 


6.9 


Uterus Cancer GENPAK 06401 1 


23.0 


22.2 


Normal Thyroid Clontech A+ 6570-1 


46.3 


68.8 


Thyroid Cancer GENPAK 064010 


10.4 


142 


Thyroid Cancer MVTTROGEN A302152 


6.4 


5.2 


rhyroid NAT INVTTROGEN A302153 


47.3 


50.7 


Normal Breast GENPAK 061019 


28.5 


23.5 


84877 Breast Cancer (OD04566) 


2.5 


1.5 


85975 Breast Cancer fOD04590-0n 


12.8 


113 


85976 Breast Cancer Mets fOD04590-03) 


20.9 


18.7 


87070 Breast Cancer Metastasis fOD04655-05) 


25.0 


24.3 


GENPAK Breast Cancer 064006 


3.3 


4.3 


Breast Cancer Res. Gen. 1024 


4.1 


222 


Breast Cancer Clontech 9100266 


7.8 


8.1 


Breast NAT Clontech 9100265 


7.7 


7.1 


Breast Cancer INVTTROGEN A209073 


26.1 


253 


Breast NAT INVTTROGEN A2090734 


21.5 


24.7 


Normal Liver GENPAK 061009 


56.3 


55.5 


Liver Cancer GENPAK 064003 


100.0 


100.0 


Liver Cancer Research Genetics RNA 1025 


21.5 


23.8 


Liver Cancer Research Genetics RNA 1026 


5.4 


4.3 


Paired Liver Cancer Tissue Research Genetics RNA 6004-T 


66.4 


41.8 


Paired Liver Tissue Research Genetics RNA 6004-N 


4.0 


4.8 


Paired Liver Cancer Tissue Research Genetics RNA 6005-T 


6.8 


8.5 


Paired Liver Tissue Research Genetics RNA 6005-N 


13.5 


14.7 


Normal Bladder GENPAK 061001 


14.3 


15.3 


Bladder Cancer Research Genetics RNA 1023 


3.3 


3.3 


Bladder Cancer INVTEROGEN A302173 


12.6 


12.5 


87071 Bladder Cancer fOD04718-0n 


4.7 


5.6 


87072 Bladder Normal Adiacent (OD04718-03) 


11.0 


11.4 


Normal Ovary Res. Gen. 


6.0 


3.8 


Ovarian Cancer GENPAK 064008 


27.7 


21.6 


87492 Ovarv Cancer (OD04768-07) 


29.7 


30.1 


87493 Ovarv NAT fOD04768-081 


7.0 


72 


Normal Stomach GENPAK 061017 


8.1 


10.4 


Gastric Cancer Clontech 9060358 


3.0 


3.3 


NAT Stomach Clontech 9060359 


62 


4.6 


Gastric Cancer Clontech 9060395 


7.6 


7.7 


NAT Stomach Clontech 9060394 


4.1 


3.2 


Gastric Cancer Clontech 9060397 


13.2 


12.4 


NAT Stomach Clontech 9060396 


2.7 


1.6 


Gastric Cancer GENPAK 064005 


5.9 


5.8 
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Table 38. Panel 4D 





Relative 
Expression 
(%) 




Relative 
Expression 
(°M 


Tissue Name 


4dtm2199f 
agl439 


Tissue Name 


4dtm2199f 
agl439 


93768_Secondary Thl_anti- 
CD28/anti-CD3 


17.8 


?3100_HUVEC 
(Endothelial) IL-lb 


13.1 


93769_Secondary Th2_anti- 
CD28/anti-CD3 


13.7 


93779_HUVEC 
[Endothelial) IFN gamma 


27.4 


93770_Secondaiy Trl_anti- 
CD28/anti-CD3 


14.8 


93102 HUVEC 

[Endothelial)_TNF alpha + IFN 

TaTirma 


7.2 


93573_Secondary Thl_resting 
day 4-6 in IL-2 


0.5 


93101_HUVEC 
(Endothelial) TNF alpha + IL4 


26.8 


93572jSecondary Th2_resting 
day 4-6 in IL-2 


0.8 


93781JEIUVEC 
(Endothelial) IL-11 


11.6 


93571 ^Secondary Trl_resting 
day 4-6 in IL-2 


02 


93583JLung Microvascular 
Endothelial Cells none 


15.4 


93568_primary Thl_anti- 
CD28/anti-CD3 


58.2 


93584_Lung Microvascular 
Endothelial CellsJTNFa (4 
ng/ml) and ILlh (1 ng/ml) 


11.5 


93569 nrimarvTh2 anti- 
CD28/anti-CD3 


56.6 


92662_Micro vascular Dermal 
endothelium none 


22.4 


93570_j>rimary Trl_anti- 
CD28/anti-OD3 


74.7 


92663_Microsvasular Dermal 
endotheUumJTNFa (4 ng/ml) 
andlLlb (1 ng/ml) 


12.7 


93565 jrimary Thl_resting dy 
4-6 in IL-2 


3.0 


93773_Bronchial 

epithelium TNFa (4 ng/ml) and 

ILlb (1 ng/ml) ** 


84.1 


93566 nrimarvTh2 restinedv 
4-6inIL.2 


2.5 


93347_Small Airway 
Epithelium none 


31.2 


93567 urimarvTrl resting dv 

4-6inBL-2 


3.7 


93348_Small Airway 
Epithelium_TNFa (4 ng/ml) 
and ILlb(l ng/ml) 


100.0 


93351 CD45RACD4 
lymphocyte anti-CD28/anti- 
CD3 


20.4 


92668 jCoronery Artery 
SMC resting 


13.2 


93352 CD45ROCD4 
lymphocyte anti-CD28/anti- 
CD3 


11.7 


92669 Coronery Artery 

SMC TNFa (4 ng/ml) and ILlb 

(1 Bfi/ml) 


13.6 


93251 CD8 Lymphocytes anti- 
CD28/anti-CD3 


2.6 


93107 astrocytes resting 


14.6 


93353_chronic CD8 
Lymphocytes 2ry resting dy 4- 
6inEL-2 


5.3 


93 108_astrocytes_TNFa (4 
ng/ml) and ILlb (1 ng/ml) 




93574_chronic CD8 
Lymphocytes 2ry - activated 
CD3/CD28 


3.5 


92666JCU-812 
(Basophil) Testing 


5.7 


93354 CD4 none 


1.8 


92667_KU-812 
(Basophil) PMA/ionoycin 


4.5 


93252 Secondary 


2.0 


93579 CCD1106 


36.6 
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Th1Arh9/Tr1 smti-TDQS CTN 1 

X 11 1 / X 11Z7 All dllU~V*rJLS7*J v/HH 




auilUvj lAsO I JJ^JUw 




93103 LAK cells restinff 


0.7 


93580 CCD1106 
[Keratinocytes) TNFa and 


84.1 


93788 LAK cells IL-2 


1.3 


93791 Liver Cirrhosis 


4.7 


93787 LAK cells IL-2+IL-12 


35.4 


93792 Lupus Kidney 


6.7 


93789_LAK cells_IL-2+IFN 
gamma 


c o 

5.8 


yiD / / NC1-j1z92 




93790 LAK cells JLL-2+IL-le 








93104 LAK 

cells PMA/ionomycin and 1L- 
18 


1.2 


93360 NCI-H292 IL-9 


68.3 


93578 NK Cells IL-2 resting 


1.5 


93359 NCI-H292 IL-13 


48.3 


93 109_Mixed Lymphocyte 
Reaction Two Way MLR 


0.7 


93357 NCI-H292 IFN gamma 


13.9 


93 1 1 0_Mixed Lymphocyte 
Reaction Two Way MLR 


3.3 


93777 HPAEC - 


15.1 


93 1 1 1 Mixed Lymphocyte 
Reaction Two Way MLR 


3.5 


93778 JIPAECJL-1 beta/TNA 
alpha 


15.7 


93 1 12_Mononuclear Cells 
(PBMCs) resting 


0.2 


93254_Nonnal Human Lung 
Fibroblast none 


12.2 


93113 Mononuclear Cells 
(PBMCs) PWM 


19.1 


93253_Normal Human Lung 
Fibroblast JTNFa (4 ng/ml) and 
DL-lb (1 ng/ml) 


20.7 


93 1 14 Mononuclear Cells 
(PBMCs) PHA-L 


22.5 


93257 JSTormal Human Lung 
Fibroblast JL-4 


28.5 


93249 Ramos (B cell) none 


0.3 


93256_Nonnal Human Lung 
Fibroblast IL-9 


25.2 


93250_Ramos (B 
cell) ionomycin 


0.3 


93255_Normal Human Lung 
Fibroblast IL-13 


46.7 


93349 B lymphocytes PWM 


49.3 


93258 JsTormal Human Lung 
Fibroblast_IFN gamma 


192 


93350JB lymphoytes_CD40L 
and EL-4 


1.8 


93106_Dermal Fibroblasts 
CCD1070_resting 


40.1 


92665JEOL-1 

(Eosinophil)_dbcAMP 

differentiated 


12.7 


93361 _Dennal Fibroblasts 
CCD1070_TNF alpha 4 ng/ml 


44.4 


93248_EOL-l 

(Eosinophil)_dbcAMP/PMAion 
omycin 


2.3 


93105 JDermal Fibroblasts 
CCD1070JL-1 beta 1 ng/ml . 


61.1 


93356 Dendritic Cells none 


0.4 


93772_dermal fibroblast JFN 
gamma 


2.9 


93355JDendntic CellsLPS 
100 ng/ml 


0.4 


93771 dermal fibroblast JL-4 


12.7 


93775_Dendntic Cellsanti- 


04 


93259 IBD Colitis 1** 


92 


93774_Monocytes resting 


0.6 


93260 IBD Colitis 2 


1.4 


;/o / /o_JVionocyTes_juro du 
ng/ml 


0.1 


93261 IBDCrohns 


3.8 


9358 IMacrophagesresting 


1.8 


735010 Colon normal 


12.9 


93582_MacrophagesJLPS 100 
ng/ml 


0.3 


735019 Lun&none 


11.0 
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93098JIUVEC 
(Endothelial) none 


26.1 


64028-1 Thymus none 


81.2 


93099 JEIUVEC 
(Emdothelial)„starved 


51.0 


64030-1 Kidney none 


7.7 



Panel 1.2 Summary: 

Agl439 Expression of the NOV5 gene is highest in skeletal muscle (CT = 24.2). 

5 However, the expression of this gene is quite widespread. Interestingly, NOV5 gene 
expression is preferentially seen in cancer cell lines compared to normal tissues, and in 
particular, notably higher gene expression is detected in ovarian cancer and lung cancer cell 
lines. Since normal cultured cell lines are highly proliferative, this observation may indicate 
that the expression of the NOV5 gene is used to distinguish proliferating cells over resting or 

10 quiescent cells. In addition, therapeutic modulation of the activity of this gene product is of 
use in the treatment of ovarian and lung cancer. 

Among CNS tissues, high expression of this gene is detected in cerebral cortex (CT = 
26.3) and hippocampus (CT = 26.8). More moderate expression is also detected in amygdala, 
cerebellum, thalamus and . spinal cord. In Drosophilia, the LRR region of axon guidance 

15 proteins has been shown to be critical for function (especially in axon repulsion). The NOV5 
gene encodes a protein with predicted leucine-rich-repeats, making it an excellent candidate 
neuronal guidance protein for axons, dendrites and/or growth cones in general. Therefore, 
therapeutic modulation of the levels of this protein, or possible signaling via this protein may 
be of utility in enhancing/directing compensatory synaptogenesis and fiber growth in the CNS 

20 in response to neuronal death (stroke, head trauma), axon lesion (spinal cord injury), or 
neurodegeneration (Alzheimer's, Parkinson's, Huntington's, vascular dementia or any 
neurodegenerative disease). This protein also contains homology to the GPCR family of 
receptors. Several neurotransmitter receptors are GPCRs, including the dopamine receptor 
family, the serotonin receptor family, the GABAB receptor, muscarinic acetylcholine 

25 receptors, and others; thus this GPCR may represent a novel neurotransmitter receptor. 
Targeting various neurotransmitter receptors (dopamine, serotonin) has proven to be an 
effective therapy in psychiatric illnesses such as schizophrenia, bipolar disorder and 
depression. Furthermore the cerebral cortex and hippocampus are regions of the brain that are 
known to play critical roles in Alzheimer's disease, seizure disorders, and in the normal 

30 process of memory formation. Therapeutic modulation of this gene or its protein product may 
be beneficial in one or more of these diseases, as may stimulation and/or blockade of the 
receptor coded for by the gene. Levels of this gene are high, however, in areas outside of the 
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central nervous system (such as the heart, muscle, liver and kidney), suggesting the possibility 
of a wider role in intercellular signaling. 

Among metabolically relevant tissues, the NOV5 gene is expressed in heart and fetal 
heart (CT - 25), pancreas (CT = 30), adrenal gland (CT = 27), thyroid (CT = 29), pituitary 
5 gland (CT = 31), skeletal muscle (CT = 24), liver (CT = 25) and fetal liver (CT = 29). 

Therefore, this gene product may be a small-molecule target for the treatment of disease in 
metabolic tissues, such as diabetes and obesity. 



Panel 2D Summary: 

10 Agl439 Results from two replicate experiments using the same probe/primer set are in 

excellent agreement. Expression of the NOV5 gene in Panel 2D is highest in a sample derived 
from a liver cancer (CT = 29.3). However, the gene is also expressed at more moderate levels 
in most of the other samples on this panel, in some instances there appears to be substantial 
dysregulation of expression with disease association. For example, overexpression of the 

15 NOV5 gene appears to be associated with ovarian, liver and gastric cancers. Thus, the 
modulation of the expression of this gene, or the function of its product, is of utility in the 
treatment of these cancers. 

Panel 4D Summary: 

20 Agl439 The NOV5 gene is expressed in numerous cell types across Panel 4D, with 

particularly high expression seen in activated Thl cells, activated Th2 cells, activated T 
regulatory cells, cytokine-activated and resting dermal and lung fibroblasts, and cytokine- 
activated endothelia from several sources. The NOV5 gene encodes a LRR/GPCR with 
predicted serine-threonine kinase activity and may therefore be a suitable target for small 

25 molecule drug discovery for the treatment of autoimmune and inflammatory diseases. 
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NOV6 

Expression of gene NOV6 was assessed using the primer-probe set Agl471, described 
in Table 39. Results from RTQ-PCR runs are shown in Table 40. 

Table 39. Probe Name Agl471 



Priiaers 


Sequences 


TM 


Length 


Start 
Position 


SBQ ID 
NO: 


Forward 


5 1 -CCATCATCCATGAAGAAAAGG-3 1 


59.4 


21 


254 


96 


Probe 


TET-5 ' - 

AAGGGAGACCTGGCCTTCCTCAACTT- 3 ' - 


69.9 


26 


304 


97 
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TAMRA 










Reverse 


5 1 -G^TCTGCTGCAGGTTGTTCT-3 ' 


59.7 


21 


332 


98 



Table 40. Panel 1.2 





H pi ft+i v<* 

Expression(%) 


Tissue Name 


Relative 
Expression(%) 


Tissue Name 


1.2tml924t 
agl471 


1.2tml924t 
agl471 


Endothelial cells 


15.9 


Renal ca. 786-0 


3.4 


Heart (fetal) 


63.7 


Renal ca.A498 


10.0 


Pancreas 


1.5 


Renal ca. RXF 393 


22.1 


Pancreatic ca. CAP AN 2 


2.1 


Renal ca. ACHN 


13.8 


Adrenal Gland (new lot*) 


74.7 


Renal ca.UO-31 


20.2 


Thyroid 


1.4 


Renal ca. TK-10 


19.3 


Salivary gland 


27.9 


Liver 


40.6 


Pituitary gland 


0.9 


Liver (fetal) 


22.1 


Brain (fetal) 


0.5 


Liver ca. (hepatoblast) HepG2 


4.0 


Brain (whole) 


1.8 


Lung 


9.4 


Brain (amygdala) 


3.7 


Lung (fetal) 


7.6 


Prain ( pf^rplvOlirrn^ 


1.5 


Lung ca. (small cell) LX-1 


2.6 


Rrai'n rhfnTWv^Arnrvii^ 

%J\ <Xlll I ill LI Lfyyvilil 1 tlJ UO 1 


10.3 


Lung ca. (small cell) NCI-H69 


19.2 


Rtqiti ftVisilsi'mTici 
131 a ill ^LLLaiauiuo j 


6.0 


Lung ca. (s.cell var.) SHP-77 


2.0 


Cerebral Cortex 


21.8 


Lung ca. (large cell)NCI-H460 


50.7 


Spinal cord 


2.4 


jung ca. (non-sm. cell) A549 


15.9 


CNS ca, (glio/astro) U87-MG 


37.4 


Lung ca. (non-s.cell) NCI-H23 


20.3 


CNS ca. (glio/astro) U-l 18-MG 


20.0 


Lung ca (non-s.cell) HOP-62 


55.9 


CNS ca. (astro) SW1783 


8.7 


Lung ca. (non-s.cl) NCI-H522 


25.2 


CNS ca * (neuro; met ) SK-N- 
AS 


9.8 


Lung ca. (squam.) bW 900 




CNS ca. (astro) SF-539 


2.3 


Lung ca. (squam.) NCI-Hd^o 


1/1 s 


CNS ca. (astro) SNB-75 


2.6 


Mammary gland 


Q "7 
J.I 


CNS ca. (glio) SNB-19 


1.8 


7 


20.0 


CNSca. (glio)U251 


1.9 


Breast ca.* (pl.ef) MDA-MB- 
231 


1.5 


CNS ca. (glio) SF-295 


37.1 


Breast ca.* (pi. eflusion) T47D 


15.4 


Heart 


100.0 


Breast ca.BT-549 


6.2 


Skeletal Muscle (new lot*) 


57.0 


Breast ca. MDA-N 


4.3 


Bone marrow 


62 


Ovary 


60.7 


Thymus 


1,4 


Ovarian ca. OVCAR-3 


32.5 


Spleen 


15.3 


Ovarian ca. OVCAR-4 


36.9 


Lymph node 


2.0 


Ovarian ca. OVCAR-5 


16.7 


Colorectal 


8.8 


Ovarian ca. OVCAR-8 


9.3 


Stomach 


3.8 


Ovarian ca. IGROV-1 


12.9 


Small intestine 


20.6 


Ovarian ca.* (ascites) SK-OV-3 


36.9 


Colon ca. SW480 


1.9 


Uterus 


5.8 
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Colon ca.* (SW480 met)SW620 


4.0 


Placenta 


5.2 


Colon ca. HT29 


3.1 


Prostate 


33.7 


Colon ca.HCT-1 16 


5.4 


Prostate ca.* (bone met)PC-3 


7.9 


Colon ca.CaCo-2 


3.1 


Testis 


0.7 


03/ 1 y w eu to ivioo. jL/iii 
fOD03866) 


7.2 


Melanoma Hs688(A).T 


2.2 


Colon ca. HCC-2998 


34.2 


Melanoma* (met) Hs688(B).T 


2.0 


Gaslric ca.* (liver met) NCI- 
N87 


5.3 


Melanoma UACC-62 


4.8 


Bladder 


93.3 


Melanoma M14 


2.3 


Trachea 


1.8 


Melanoma LOXMVI 


52 


Kidney 


62.0 


Melanoma* (met) SK-MEL-5 


2.7 


Kidney (fetal) 


7.8 


Adipose 


81.2 



Panel 1.2 Summary: 

Agl471 Expression of the NOV6 gene is high to moderate in the majority of the 

5 samples on this panel. Highest expression is detected in heart (CT = 22). Therefore, this gene 
may play a role in cardiovascular diseases including cardiomyopathy, atherosclerosis, 
hypertension, congenital heart defects, aortic stenosis, atrial septal defect (ASD), 
atrioventricular (A-V) canal defect, ductus arteriosus, pulmonary stenosis, subaortic stenosis, 
ventricular septal defect (VSD), valve diseases, tuberous sclerosis, scleroderma, obesity, and 

10 transplantation. In addition, the NOV6 gene is more highly expressed in adult kidney (CT = 
22.4) when compared to fetal kidney (CT = 25.4). Thus, tins gene may act in the 
differentiation of adult kidney cells and therapeutic modulation of the NOV6 gene product is 
of use in hyperproliferative diseases of the kidney, such as polycystic kidney disease. 

The NOV6 gene encodes a protein that is highly homologous to nuclear factor kappa B 

1 5 inhibitor alpha, a protein that inhibits the proinflammatory transcription factor nuclear factor 
kappa B. Among metabolically relevant tissues, this gene has high expression in fetal and 
adult heart (CT = 22), adrenal gland (CT - 22), skeletal muscle (CT = 22.5) and fetal and adult 
liver (CT = 23-24). It also is moderately expressed in pancreas (CT = 28), thyroid (CT = 28) 
and pituitary gland (CT = 28.5). Thus, the NOV6 gene product (or agonists of this protein) 

20 may be a drug treatment for the prevention and/or treatment of inflammatory conditions in 
each of the above tissues. 

The NOV6 gene is also highly expressed in the brain in at least the thalamus, cerebral 
cortex, amygdala, cerebellum, hippocampus and thalamus, as well as the spinal cord. The 
close homology of this gene to the inhibitor ofNF-kappaB (IkappaB) suggests that it 

25 possesses analogous function in the CNS. IkappaB is a critical mediator of neuronal apoptosis 

183 



WO 02/24733 PCT/US01/29115 
in a number of important pathological processes, including oxidative or nitrosative stress, 
hypoxia-ischaemia and excitoxicity. These processes are thought to underlie neuronal cell 
death at the heart of a number of diseases, including stroke, and neurodegenerative diseases 
such as Alzheimer's Disease, Parkinson's Disease, and trinucleotide repeat disorders, among 
5 others. Therefore, the NOV6 gene product and agents that modulate its action could act as 
therapeutic agents for the treatment of these disorders. Moreover, the role ofNF-kappaB in 
synaptic processes underlying learning and memory suggest a possible utility for this gene 
product and agents that modulate its action in memory disorders. The role of NF-kappaB in 
inflammation also suggest a utility for the NOV6 gene product and agents that modulate its 
10 action in CNS disorders involving inflammation, such as neurodegenerative diseases such as 
Alzheimer's Disease, Parkinson's disease, Huntington's Disease and others. 

NOV7 

Expression of gene NOV7 was assessed using the primer-probe set Ag2440, described 
15 in Table 41 . Results fromHTQ-PCR runs are shown in Tables 42 and 43. 



Table 41. Probe Name Ag2440 



Primers 


Sequences 


TM 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 1 -AACAGCCATGCAACCAAAC-3 « 


59.6 


19 


356 


99 


Probe 


FAM- 5 1 - 

TGCAGCAAGCAACATACTGATATTTCTGA- 
3 1 -TAMRA 


67.6 


29 


375 


100 


Reverse 


5 » -TTTCTTCCTGGCAAATTTCC- 3 ' 


59.1 


20 


414 


101 



20 

Table 42. Panel 2D 



Tissue Name 


Relative 
Expression(%) 


Tissue Name 


Relative 
Ezpression(%) 


2Dtm3071f_ 
ag2440 


2Dtm3071f_ 
ag2440 


Normal Colon GENPAK 
061003 


34.2 


Kidney NAT Clontech 8120608 


0.0 


83219 CC Well to Mod Diff 
(OD03866) 


7.5 


Kidney Cancer Clontech 
8120613 


3.1 


83220 CC NAT fODC-3866} 


5.7 


Kidney NAT Clontech 8120614 


1.9 


83221 CC Gr.2 rectosigmoid 
(OD03868) 


0.4 


Kidney Cancer Clontech 
9010320 


0.0 


83222 CC NAT fOD03868} 


0.0 


Kidney NAT Clontech 9010321 


0.6 


83235 CC Mod Diff 
CODO3920) 


0.0 


Normal Uterus GENPAK 
061018 


0.0 


83236 CC NAT fODO3920") 


4.6 


Uterus Cancer GENPAK 
064011 


2.3 
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83237 CC Gr.2 ascend colon 
fOD0392n 


6.2 


Normal Thyroid Clontech A+ 
6570-1 


0.6 


83238 CC NAT (OD0392n 


3.7 


Thyroid Cancer GENPAK 
064010 


5.8 


83241 CC from Partial 
Beoatectomv fODO43091 


17.9 


Thyroid Cancer INVTIROGEN 
A302152 


4.8 


83242 Liver NAT fODO4309) 


2.7 


Thyroid NAT INvTTROGEN 
A302153 


3.9 


87472 Colon mets to lime 
rOD04451-0tt 


2.2 


Normal Breast GENPAK 
061019 


17.9 


87473 Lune NAT COD04451- 


1.2 


84877 Breast Cancer 


0.0 


021 


fOD04566> 


Normal Prostate Qontech A+ 
6546-1 


0.0 


85975 Breast Cancer 
fOD04590-0n 


5.3 


84140 Prostate Cancer 


0.0 


85976 Breast Cancer Mets 


3.9 


(OD04410) 


(OD04590-031 


84141 Prostate NAT 


0.0 


87070 Breast Cancer Metastasis 


35.4 


fOD04410) 


rt)D04655-05) 


87073 Prostate Cancer 
rOD04720-0n 


9.3 


GENPAK Breast Cancer 
064006 


10.7 


87074 Prostate NAT 
fOD04720-02) 


9.8 


Breast Cancer Res. Gen. 1024 


34.9 


Normal Lung GENPAK 061010 


18.6 


Breast Cancer Clontech 
9100266 


0.0 


83239 Lung Met to Muscle 
fOD042861 


0.7 


Breast NAT Clontech 9100265 


0.0 


83240 Muscle NAT 
fOD042861 


0.0 


Breast Cancer INVTTROGEN 
A209073 


40.6 


84136 Lune Malignant Cancer 
(OD031261 


0.0 


Breast NAT INVTTROGEN 
A2090734 


7.7 


84137 Lune NAT fOD031261 


0.0 


Normal Liver GENPAK 
061009 


0.0 


84871 Lune Cancer (OD04404) 


0.0 


Liver Cancer GENPAK 064003 


0.9 


84872 Lune NAT ( OD044041 


0.0 


Liver Cancer Research Genetics 
RNA1025 


0.8 


84875 Lune Cancer (OD04565) 


0.2 


Liver Cancer Research Genetics 
RNA 1026 


0.0 


84876 Lune NAT (OD04565) 


0.0 - 


Paired Liver Cancer Tissue 
Research Genetics RNA 6004- 
T 


0.0 


85950 Lune Cancer (OD04237- 
01} 


0.5 


Paired Liver Tissue Research 
Genetics RNA 6004-N 


0.3 


85970 Lune NAT fOD04237- 
021 


0.0 


Paired Liver Cancer Tissue 
Research Genetics RNA 6005- 
T 


0.0 


83255 Ocular Mel Met to Liver 
fODO4310) 


10.7 


Paired Liver Tissue Research 
Genetics RNA 6005-N 


0.0 


83256 Liver NAT fODO4310"> 


0.0 


Normal Bladder GENPAK 
061001 


6.2 


84139 Melanoma Mets to Lune 
fOD04321) 


2.0 


Bladder Cancer Research 
Genetics RNA 1023 


0.6 


84138 Lune NAT (OD0432n 


2.1 


Bladder Cancer TNVTTROGEN 
A302173 


0.0 
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Normal Kidney GENPAK 
061008 


100.0 


$7071 Bladder Cancer 
fOD04718-0n 


0.0 


83786 Kidnev Ca. Nuclear 




5/072 Bladder Norma] 


0.0 


pade2rOD043381 


2.1 


Adiacent (OD04718-03) 


83787 Kidnev NAT (OD04338) 


27.9 


Sformal Ovary Res. Gen. 


0.0 


83788 Kidnev Ca Nuclear grade 
1/2 rOD04339) 


0.2 


Ovarian Cancer GENPAK 
064008 


4.9 


83789 Kidnev NAT K)D04339> 


0.8 


87492 Ovary Cancer 
fOD04768-07) 


0.6 


83790 Kidnev Ca. Clear cell 


0.0 


87493 Ovary NAT fOD04768- 


0.0 


tvoe fOD04340) 


08) 


83791 Kidnev NAT «)D043401 


1.7 


Normal Stomach GENPAK 
061017 


9.9 


83792 Kidnev Ca. Nuclear 
erade3rOD04348> 


0.0 


Gastric Cancer Clontech 
9060358 


0.0 


83793 Kidnev NAT (OD04348) 


10.7 


NAT Stomach Clontech 
9060359 


0.0 


87474 Kidnev Cancer 
rOD04622-0n 


0.0 


Gastric Cancer Clontech 
9060395 


1.2 


87475 Kidnev NAT (OD04622- 
031 


0.0 


NAT Stomach Clontech 
9060394 


1.4 


85973 Kidnev Cancer 
fOD04450-0n 


0.0 


Gastric Cancer Clontech 
9060397 


4.6 


85974 Kidnev NAT fOD04450- 
03} 


0.0 


NAT Stomach Clontech 
9060396 


0.0 


Kidney Cancer Clontech 
8120607 


0.0 


Gastric Cancer GENPAK 
064005 


9.9 


Table 43. Panel 4D 


Tissue Name 


Relative 
Expression 
(%) 


Tissue Name 


Relative 
Expression 

(%) 


4Dtm3072f_ 
ag2440 


4Dtm3072f_ 
ag2440 


93768_Secondary Thl_anti- 
CD28/anti-CD3 


. 0.0 


93100JHUVEC 
(Endothelial), IL-lb 


0.0 


93769_Secondary Th2_anti- 
CD28/anti-CD3 


0.0 


93779 JIUVEC 
(Endothelial) JLFN gamma 


21.0 


93770_Secondary Trlanti- 
CD28/anti-CD3 


0.0 


93102_HUVEC 
(Endothehal)__TNF alpha + IFN 
gamma 


0.0 


93573_Secondary Thl_resting 
day 4-6 in IL-2 


0.0 


93101JEIUVEC 
(Endothehal) TNF alpha + IL4 


0.0 


93572_Secondary Th2_restmg 
day 4-6 in IL-2 


0.0 


93781_HUVEC 
(Endothelial) IL-11 


0.0 


93571_Secondary Trl_resting 
day 4-6 in IL-2 


0.0 


93583JLung Microvascular 
Endothelial Cells none 


0.0 


93568_primary Thlanti- 
CD28/anti-CD3 


0.0 


93584_Lung Microvascular 
Endothelial Cells_TNFa (4 
ng/ml) and DLlb (1 ng/ml) 


0.0 


93569 primary Th2 anti- 


0.0 


92662 Microvascular Dermal 


0.0 
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CD28/anti-CD3 




endothehumjnone 




93570_j>rimary Trl_anti- 
CD28/anti-CD3 


0.0 


92663_Microsvasular Dermal 
endothelium_TNFa (4 ng/ml) 
andILlb(l ng/ml) 


0.0 


93565 jrimary Thl resting dy 
4-6 in IL-2 


0.0 


93773_Bronchial 

epithelium TNFa (4 ng/ml) and 

ILlb (1 ng/ml) ** 


1.7 


93566jprimary Th2_resting dy 
4-6 in IL-2 


0.0 


93347_Small Airway 
Epithelium none 


0.0 


93567 jrimary Trl jresting dy 
4-6 in IL-2 


0.0 


93348_Small Airway 
EpithehumJTNFa (4 ng/ml) 
and ILlb (1 ng/ml) 


0.0 


93351_CD45RACD4 
lymphocyte anti-CD28/anti- 
CD3 


0.0 


92668 jCoronery Artery 
SMC resting 


0.0 


93352 CD45RO CD4 
lymphocyte anti-CD28/anti- 
CD3 


0.0 


92669 Coronery Artery 

SMC TNFa (4 ng/ml) and ILlb 

(1 ng/ml) 


0.0 


93251_CD8 Lymphocytes_anti- 
CD28/anti-CD3 


0.0 


93107 astrocytes resting 


0.0 


93353_chronic CD8 
Lymphocytes 2ry_resting dy 4- 
6 in IL-2 


0.0 


93108_astrocytesJTNFa (4 
ng/ml) and ILlb (1 ng/ml) 


0.0 


93574_chronic CD8 
Lymphocytes 2ry_activated 
CD3/CD28 


0.0 


92666_KU-812 
(Basophil) resting 


0.0 


93354 CD4 none 


0.0 


92667JLU-812 
(Basophil) PMA/ionoycin 


12.1 


93252 Secondary 
Thl/rh2/Trl anti-CD95 CH11 


0.0 


93579JXD1106 
(Keratinocytes)_none 


0.0 


93 103 LAK cells resting 


A C 


93580_CCD1106 
(Keratinocytes)_TNFa and 

TtTKTrr ** 


A ft 


AT700 T AT/* TT 1 

93788 LAK cells IL-2 


A H 
4./ 


y5 /yi Liver L/irrnosis 




93787 LAK cells IL-2+IL-12 


4.0 


93792 Lupus Kidney 


20.6 


93789JLAK cells_IL-2+IFN 

gamma 


4.1 


93577 NCI-H292 


0.0 


93790 LAK cells IL-2+DL-18 


4.9 


93358 NCI-H292 BL-4 


0.0 


93104_LAK 

cells PMA/ionomycin and IL- 
18 


0.0 


93360 NCI-H292 IL-9 


0.0 


93578 NK Cells IL-2 resting 


0.0 


93359 NCI-H292 IL-13 


0.0 


93109_Mixed Lymphocyte 
Reaction_Two Way MLR 


6.2 


93357 NCI-H292 IFN gamma 


0.0 


931 10_Mixed Lymphocyte 
Reaction Two Way MLR 


4.9 


93777 HPAEC - 


0.0 


9311 IMixed Lymphocyte 
Reaction Two Way MLR 


0.0 


93778 Jff AECJQL-1 betaVTNA 
alpha 


0.0 


93112_Mononuclear Cells 
(PBMCs) resting 


0.0 


93254_Normal Human Lung 
Fibroblast none 


0.0 


93113 Mononuclear Cells 
(PBMCs)_PWM 


9.2 


93253_Normal Human Lung 
Fibroblast TNFa (4 ng/ml) and 
IL-lb (1 ng/ml) 


0.0 
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93114 Mononuclear Cells 
(PBMCs) PHA-L 


0.0 


33257_Normal Human Lung 
Fibroblast IL-4 


0.0 


93249 Ramos (B cell)_none 


0.0 


93256_Nonnal Human Lung 
Fibroblast IL-9 


0.0 


93250_Ramos (B 
cell) ionomycin 


0.0 


93255_Normal Human Lung 
Fibroblast IL-13 


0.0 


93349 B lymphocytes PWM 


9.5 


93258_Normal Human Lung 
Fibroblast IFN gamma 


0.0 


93350_B lymphoytes_CD40L 
and IL-4 


12.3 


93106_Dermal Fibroblasts 
CCD1070_resting 


0.0 


92665_EOL-l 

(Eosinophil)_dbcAMP 

differentiated 


0.0 


93361 JDennal Fibroblasts 
CCD1070 TNF alpha 4 ng/ml 


0.0 


93248_EOH 

(Eosinophil)_dbcAMP/PMAion 
omycin 


0.0 


93105 Dermal Fibroblasts 
CCD1070 IL-1 beta 1 ng/ml 


0.0 


93356 Dendritic Cells none 


4.9 


93772_dermal fibroblast JFN 
gamma 


0.0 


93355 JDendritic CellsJLPS 
100 ng/ml 


0.0 


93771 dermal fibroblast IL-4 


O.O 


93775 JDendritic Cellsanti- 
CD40 




yjJOy XijXJ va)Uus l 


K 8 

O.O 


93774 Monocytes resting 


0.0 


93260 IBD Colitis 2 


3.3 


93776 JMonocytesJJPS 50 
ng/ml 


0.0 


93261 IBDCrohns 


2.9 


93581 Macrophages resting 


5.4 


735010 Colon normal 


57.0 


93582_Macrophages_LPS 100 
ng/ml 


0.0 


735019 Lung none 


IZ.i 


93098JEIUVEC 
(Endothelial) none 


0.0 


64028-1 Thymus none 


100.0 


93099_HUVEC 
(Endothelial) starved 


0.0 


64030-1 Kidneynone 


9.7 



Panel 1.3D Summary: 

Ae2440 Expression of the NOV7 gene is low/undetectable (CT values > 35) across all 
5 of the samples on this panel (data not shown). 

Panel 2D Summary: 

Ag2440 The expression of the NOV7 gene is highest in normal kidney tissue (CT = 
30.8) and also shows low but significant expression in colon tissue and breast tissue. Of 
10 particular interest, is the higher expression of this gene observed in samples derived from 
breast cancers when compared to normal breast tissues. Thus, expression of the NOV7 gene 
could be used to distinguish breast cancer cells from normal breast tissue. In addition, 
therapeutic modulation of protein encoded by the NOV7 gene, through the use of small 
molecule drugs or antibodies, could be of utility in the treatment of breast cancer. 
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Panel 4D Summary: 

Aft2440 Expression of the NOV7 gene is highest in the thymus, but nevertheless is 
very moderate (CT33.1). Therefore, protein therapeutics or antibodies against the gene 
5 product encoded by the NO V7 gene could be of use in T cell mediated disease and 
autoimmunity. This gene is also expressed at low levels in colon (CT = 33.9). 

Panel CNS„neurodegeneration_vl.O Summary: 

Ag2440 Expression of the NOV7 gene is low/undetectable (CT values > 35) across all 
10 of the samples on this panel (data not shown). 

NOV8 

15 Expression of gene NOV8 was assessed using the primer-probe sets Agl507, Agl558, 

and Agl602 (identical sequences), described in Table 44. Results from RTQ-PCR runs are 
shown in Tables 45, 46, and 47. 

Table 44. Probe Name Agl507/Agl558/Agl602 



Primers 


Sequences 


TM 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 » - CCCCTGATTTACACAGCTTTTA- 
3' 


58.3 


22 


1076 


102 


Probe 


TET-5 1 - 

ACAACAATGCCTTCAAGAGCCTCTTT - 
3 1 -TAMRA 


66.4 


26 


1107 


103 


Reverse 


5 1 - CXXrTGTGTTCATCrCTGCTTAG- 
3 r 


59 


22 


1134 


104 



Table 45 Panel 1.2 



Tissue Name 


Relative 
Expression(%) 


Tissue Name 


Relative 
Expression(%) 


1.2tm2155t 
agl507 


1.2tm2155t 
agl507 


Endothelial cells 


0.3 


Renal ca. 786-0 


0.0 


Heart (fetal) 


02 


Renal ca. A498 


1.1 


Pancreas 


0.3 


Renal ca. RXF 393 


0.0 • 


Pancreatic ca. CAP AN 2 


0.1 


Renal ca. ACHN 


0.6 


Adrenal Gland (new lot*) 


0.2 


Renal ca.UO-31 


0.7 


Thyroid 


0.0 


Renal ca.TK-10 


1.5 


Salivary gland 


0.5 


Liver 


0.2 
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Pituitary gland 


0.0 


Liver (fetal) 


0.0 


Brain (fetal) 


0.0 


Liver ca. (hepatoblast) HepG2 


1.1 


Brain (whole) 


0.2 




0.0 


Brain (amygdala) 


0.8 


Lung (fetal) 


0.0 


Brain (cerebellum) 


0.1 


Lung ca. (small cell) LX-1 


0.3 


Brain (hippocampus) 


0.5 


Lung ca. (small cell) NCI-H69 


1.3 


Brain (thalamus) 


0.1 


Lung ca. (s.cell var.) SHP-77 


0.0 


Cerebral Cortex 


0.6 


Lung ca, (large cell)NCI-H460 


02 


Spinal cord 


0.0 


jimg ca. (non-sm. cell) A549 


0.8 


CNS ca. (glio/astro) U87-MG 


A A 

0.4 


Lung ca. yion-s.cenj jNv>i-JtiZ3 


l.U 


/"TV TO f 1 * J. „,*.. ,.\ TT 1 i O Ik 4"/"* 

CNS ca. (glio/astro) U-l 18-MCj 


0,1 


JLung ca (non-s.ceu ) uur-oz 


1 A 


CNS ca. (astro) SW 1783 


A A 

0.0 


T ,«» AA /_ _ — 1\ XT/^T XT-COO 

Lung ca. (non-sxij jnci-jodzz 


U.o 


CNS ca * (neuro; met) SK-N- 
AS 


A A 

0.0 


T /_ \ OTX7 AAA 

Lung ca. (squam.) bw yuu 


U.o 


CNS ca. (astro) SF-539 


02 


Lung ca. (squam.) NCI-H596 


0.1 


CNS ca. (astro) SNB-75 


0.0 


Mammary gland 


0.0 


CNS ca. (glio) SNB-19 


0.6 


Breast ca * (pi. effusion) MCF- 
7 


.o.u 


CNSca (eHo}U251 


0.4 


i>reasi ca. ^jji.ci j iyijl//v-ivjjl>~ 
231 


0.1 


CNSca felio)SF-295 


0.1 


Breast ca * (pi. effusion) T47D 


0.8 


Heart 


0.7 


Breast ca. BT-549 


0.4 


Skeletal Muscle fnew lot*^ 


0.0 


Breast ca. MDA-N 


12 


DUllb UUUlUn 


0.0 


Ovarv 


0.7 




0.0 


Ovarian ca. OVCAR-3 


0.2 




0.2 


Ovarian ca. OVCAR-4 


0.5 


T vrmYh node 


0.0 


Ovarian ca. OVCAR-5 


3.9 


rV>1oTRrtn1 


0.2 


Ovarian ca. OVCAR-8 


2.8 


Stomach 


0.0 


Ovarian ca. IGROV-1 


1.9 


Small intestine 


0.2 


Ovarian ca,* (ascites) SK-OV-3 


1.4 


Colon ca SW480 


0.0 


Uterus 


0.0 


Colon ca.* (SW480 met)SW620 


0.0 


Placenta 


0.0 


Colon ca. HT29 


0.6 


Prostate 


ft 1 

U.l 


Colon ca.HCT-1 16 


0.5 


Prostate ca.* (bone metjrO-3 


ft A 
U.O 


Colon ca. CaCo-2 


0.1 


Testis 


12 


83219 CC Well to Mod Diff 
(OD03866) 


0.7 


Melanoma Hs688(A).l 


ft ft 

u.v 


Colon ca. HCG-2998 


1.4 


Melanoma* (met) Hsooo(B).l 


ft 1 


Gastric ca.* (liver met) NCI- 
N87 


0.6 


Melanoma UACC-62 


02 


Bladder 


1.5 


Melanoma M14 


2.2 


Trachea 


0.0 


Melanoma LOX IMVI 


0.5 


Kidney 


1.1 


Melanoma* (met") SK-MEL-5 


0.1 


Kidney (fetal) 


0.3 


Adipose 


100.0 
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Table 46. Panel 2D 





Relative 
Expression(%) 




Relative 
Expression(%) 


Tissue Name 


2dtm4625t_ 
agl602 


Tissue Name 


2dtm4625t_ 
agl602 


Normal Colon GENPAK 
061003 


35.6 ] 


Sidney NAT Clontech 8120608 


0.0 


E3219 CC Weil to Mod Din 


47.3 


viuney cancer v^ionxecn 
5120613 


3.8 


ULHJjoOO) 


83220 CCNAT COD03866) 


11.3 


Cidney NAT Clontech 5120614 


u.u 


83221 CC Gr.2 rectosiemoid 


27.2 ! 


Kidney Cancer Clontech 
J010320 


m. 


fOD03868} 


83222 CCNAT fOD03868) 


4.0 


Kidney NAT Qontech 9010321 


18.3 


83235 CC Mod Diff 


0.0 


Normal Uterus GENPAK 
D61018 


0.0 


(ODO3920) 


83236 CC NAT fOD0392(» 


9.0 


Uterus Cancer GENPAK 
D64011 


18.2 


83237 CC Gr.2 ascend colon 


0.0 


Normal Thyroid Qontech A+ 
6570-1 


0.0 


fOD0392n 


83238 CC NAT fOD0392n 


27.9 


Thyroid Cancer GENPAK 
064010 


0.0 


83241 CC from Partial 


8.1 


Thyroid Cancer INVTTROGEN 
A302152 


5.0 


Hepatectomv fODQ4309) 


83242 Liver NAT CODO4309) 


8.7 


Thyroid NAT INVTTROGEN 
A302153 


18.7 


87472 Colon mets to lime 


9.0 


Normal Breast GENPAK 
061019 


0.0 


COD04451-0n 


87473 Lune NAT fOD04451- 


15.5 


84877 Breast Cancer 


31.0 


02) 


(ODQA566) 


Normal Prostate Clontech A+ 
6546-1 


22.7 


85975 Breast Cancer 


7.7 


rOD04590-0n 


84140 Prostate Cancer 


0.0 


85976 Breast Cancer Mets 


10.9 


fOD044101 


rOD04590-03) 


R4141 Prostate NAT 


10.8 


87070 Breast Cancer Metastasis 


40.9 


(OD04410) 


fOD04655-05} 


87073 Prostate Cancer 


25.9 


GENPAK Breast Cancer 
064006 


8.5 


TOD04720-01) 


87074 Prostate NAT 


25.7 


Breast Cancer Res. Gen. 1024 


0.0 


rOD04720-02) 


Normal Lung GENPAK 061010 


100.0 


Breast Cancer Clontech 
9100266 


0.0 


83239 Lime Met to Muscle 


27.2 


Breast NAT Qontech 9100265 


0.0 


fOD04286) 


83240 Muscle NAT 


28.5 


Breast Cancer IN VITKUUEN 
A209073 




rOD042861 


84136 Lung Malignant Cancer 


11.5 


Breast NAT IN VlTKCXiEN 
A2090734 


Of ft 


fOD03126) 


84137 Lime NAT fOD03126) 


11.2 


Normal Liver GENPAK 
061009 


173 


84871 Lune Cancer (OD04404) 


10.1 


Liver Cancer GENPAK 064003 


13.6 


84872 Lune NAT f OD04404} 


0.0 


Liver Cancer Research Genetics 
RNA1025 


5 

10.2 


84875 Lune Cancer fOD045651 


0.0 


Liver Cancer Research Genetics 


5 0.0 
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*NA 1026 




84876 Lime NAT fOD045651 


7.4 : 


^ired Liver Cancer Tissue 
lesearch Genetics RNA 6004- 

r 


9.3 


85950 Lung Cancer (OD04237- 
01) 


0.0 < 


?aired Liver Tissue Research 
3eneticsRNA6004-N 


0.0 


85970 Lune NAT ( OD04237- 
02) 


1 

I 

17.7 


Paired Liver Cancer Tissue 
[lesearch Genetics RNA 6005- 

r 


10.0 


83255 Ocular Mel Met to Liver 
fODO4310) 


] 

0.0 


Paired Liver Tissue Research 
Senetics RNA 6005-N 


A ft 

o.u 


83256 Liver NAT fODO4310) 


0.0 


formal Bladder GENPAK 
061001 


0.0 


84139 Melanoma Mete to Lune 
fOD0432n 


0.0 


Bladder Cancer Research 
Genetics RNA 1023 


0.0 


841 38 Lune NAT fOD0432tt 


27.4 


Bladder Cancer INVTTROGEN 
A302173 


32.1 


Normal Kidney GENPAK 
061008 


9.5 


87071 Bladder Cancer 
rOD04718-01) 


9.3 


83786 Kidnev Ca. Nuclear 


0.0 


87072 Bladder Normal 


6.3 


erade 2(01)04338) 


Adiacent (OD04718-03) 


83787 Kidnev NAT rOD04338) 


0.0 


Normal Ovary Res. Gen. 


8.5 


83788 Kidney Ca Nuclear erade 
1/2 fOD04339) 


27.5 


Ovarian Cancer GENPAK 
064008 


10.2 


83789 Kidnev NAT 0304339") 


28.5 


87492 Ovarv Cancer 
rOD04768-0Tl 


27.0 


83790 Kidnev Ca. Gear cell 


16.0 


87493 Ovarv NAT fOD04768- 


0.0 


tvpe fOD04340) 


08) 


83791 Kidnev NAT (OD04340) 


17.9 


Normal Stomach GENPAK 
061017 


5.0 


83792 Kidnev Ca. Nuclear 
prade3fOD04348) 


0.0 


Gastric Cancer Clontech 
9060358 


0.0 


83793 Kidnev NAT fOD04348) 


9.0 


NAT Stomach Clontech 
9060359 


0.0 


87474 Kidnev Cancer 
rOD04622-0n 


0.0 


Gastric Cancer Clontech 
9060395 


3.9 


87475 Kidney NAT fOD04622- 
03) 


0.0 


NAT Stomach Clontech 
9060394 


18.2 


85973 Kidnev Cancer 
fOD04450-0n 


14.0 


Gastric Cancer Clontech 


9 9 


85974 Kidnev NAT fOD04450- 
03) 


0.0 


NAT Stomach Clontech 
9060396 


0.0 


Kidney Cancer Clontech 
8120607 


0.0 


Gastric Cancer GENPAK 
064005 


50.7 



Table 47. Panel 4D 



Tissue Name 


Relative 
Expression(%) 


Relative 
Expression(%) 


4dx4tm5019t 
ael507_bl 


4dtm4117t 
agl558 


93768 Secondary Thl anti-CD28/anti-CD3 


48.8 


29.5 
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93769 Secondary Th2 anti-CD28/anti-CD3 


17.4 


31.9 


93770 Secondary Trl anti-OT28/anti-CD3 


10.7 


18.0 


93573 Secondary Thl resting day 4-6 in IL-2 


0.0 


0.0 


93572 Secondary Th2 resting day 4-6 in IL-2 


8.3 


7.5 


93571 Secondary Trl resting day 4-6 in IL-2 


0.0 


7.3 


93568jprhnaryThl anti-CD28/anti-CD3 


57.6 


17.7 


93569 jprimary Th2 anti-CD28/anti-CD3 


8.0 


42.0 


93570 jranary Trl anti-CD28/anti-CD3 


27.2 


43.2 


93565_primaryThl resting dy 4-6 in IL-2 


56.1 


34.6 


93566 primary Th2 resting dy 4-6 in IL-2 


23.2 


20.0 


93567_primary Trl resting dy 4-6 in IL-2 


9.0 


15.8 


93351 CD45RA CD4 lymphocyte anti-CD28/anti-CD3 


7.1 


48.3 


93352 CD45RO CD4 lymphocyte anti-CD28/anti-CD3 


34.5 


31.0 


93251 CD8 Lymphocytes anti-CD28/anti-CD3 


17.3 


16.3 


93353 chronic CD8 Lymphocytes 2ry resting dy 4-6 in IL-2 


8.3 


32.5 


93574 chronic CD8 Lymphocytes 2ry_activated CD3/CD28 


10.4 


12.3 


93354 CD4 none 


13.9 


15.8 


93252 Secondary Thl/Th2/Trl anti-CD95 CH11 


15.6 


0.0 


93103 LAK cells resting 


17.1 


54.7 


93788 LAK cells IL-2 


30.5 


13.4 


93787 LAK cells IL-2+IL-12 


25.1 


8.0 


93789 LAK cells IL-2+IFN gamma 


51.0 


30.4 


Q3790 TAK cells IL-2+IL-18 


12.4 


84.1 


93104 LAK cells PMA/ionomvcin and EL- 18 


16.7 


24.8 


93578 NK Cells IL-2 restine 


37.0 


32.3 


93 109 Mixed Lymphocyte Reaction Two Way MLR 


8.1 


48.6 


93110 Mixed Lvmt>hocvte Reaction Two Way MLR 


7.5 


15.7 


93111 Mixed Lvnrohocvte Reaction Two Way MLR 


7.4 


0.0 


93112 Mononuclear Cells flPBMCs) restine 


0.0 


7.2 


93113 Mononuclear Cells fPBMCs) PWM 


100.0 


642 


93114 Mononuclear Cells fPBMCs) PHA-L 


71.0 


23.8 


93249 Ramos fB cell) none 


0.0 


8.1 


93250 Ramos fB cell) ionomvcin 


42.1 


36.9 


93349 Bhmrohocvtes PWM 


12.7 


69.3 


93350 B lymphoytes CD40L and IL-4 


45.9 


45.1 


92665 EOL-1 (Eosinophil) dbcAMP differentiated 


9.1 


32 


93248 EOL-1 (Eosinophil) dbc AMP/PMAionomy cin 


6.6 


30.4 


93356 Dendritic Cells none 


51.8 


26.8 


93355 Dendritic Cells LPS 100 ng/ml 


15.3 


0.0 


93775 Dendritic Cells anti-CD40 


20.8 


0.0 


93774 Monocytes resting 


7.4 


0.0 


93776 Monocytes LPS 50 ng/ml 


47.8 


37.1 


93581 Macrophages resting 


22.2 


32.3 


93582 Macrophages LPS 100 ng/ml 


0.0 


16.3 


93098 HUVEC (Endothelial) none 


0.0 


0.0 
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93099 HUVEC (Endothelial) starved 


10.9 


30.6 


93100 HUVEC (Endothelial) IL-lb 


0.0 


0.0 


93779 HUVEC (Endothelial) IFN gamma 


0.0 


8.5 


93102 HUVEC (Endothelial) TNF alpha + IFN gamma 


0.0 


182 


93 101 HUVEC (Endothelial) TNF alpha + IL4 


0.0 


0.0 


93781 HUVEC (Endothelial) IL-11 


0.0 


0.0 


93583 Limp Microvascular Endothelial Cells none 


5.1 


42 


yjj <S4_JLung Microvascular xsnaoioenai Lxiis_ii>ira \h ngfixu/ 
andDLlb (lng/ml) 


0.0 


7.6 


92662 Microvascular Dermal endothelium none 


19.2 


0.4 


yzooi Micro svasuiar Dermal cnaotneiium iiNra \h ng/mi^ ana 
ILlb(liig/ml) 


9.6 


0.0 


93773 Broncnial epitnelium_ l iNr a (4 ng/mi j ana jju i o ^ 1 
ne/mli ** 


0.0 


0.0 


93347 Small Airway EpitheUum none 


0.0 


7.6 


9334o_Small Airway Jbpitnelium_llNra ^4 ngrnuj ana ulio \ \ 

Ugfiiii; 


80.6 


49.7 


99668 Poronerv Arterv SMC restinff 


10.3 


0.0 


92669_Coronery Artery SMCJTNFa (4 ng/ml) and ILlb (1 
ng/ml) 


7.3 


7.9 


93107 astrocytes resting 


0.0 


0.0 


93 108 astrocytes TNFa (4 ng/ml) and JJLlb (1 ng/ml) 


0.0 


%2 


92666 KU-812 (Basophil) resting 


0.0 


7.6 


92667 KU-812 (Basophil) PMA/ionoycin 


20.9 


7.3 


93579 CCD1106(Keratinocytes) none 


42 


7.3 


93580 CCD1 106 (Keratinocytes) TNFa and IFNg ** 


0.0 


0.0 


93791 Liver Cirrhosis 


18.8 


94.6 


93792 Lupus Kidney 


0.0 


0.0 


93577 NCI-H292 


14.5 


14.6 


93358 NO-H292 IL-4 


16.4 


23.5 


93360 NCI-H292 IL-9 


28.0 


7.3 


93359 NCI-H292 IL-13 


18.9 


23.0 


93357 NCI-H292 IFN gamma 


13.3 


8.0 


0*^777 HP AFP - 


0.0 


10.4 


xrp ARC TL-1 beta/TNA aloha 


18.9 


0.0 


Q*^?^4 "Normal Human T ,im p Fibroblast none 


0.0 


0.0 


93253 Normal Human Lung FibroblastJTNFa (4 ng/ml) and IL- 
lb (lng/ml) 


8.0 


0.0 


93257 Normal Human Lung Fibroblast 3L-4 


8.9 


7.8 


93256 Normal Human Lung Fibroblast JL-9 


7.7 


16.3 


93255 Normal Human Lung Fibroblast IL-13 


15.2 


0.0 


93258 Normal Human Lung Fibroblast IFN gamma 


10.4 


7.4 


93106 Dermal Fibroblasts CCD1070 resting 


0.0 


26.1 


93361 Dermal Fibroblasts CCD1070 TNF alpha 4 ng/ml 


65.6 


100.0 


93105 Dermal Fibroblasts CCD1070 IM beta 1 ng/ml 


14.7 


31.0 


93772 dermal fibroblast IFN gamma 


0.0 


9.6 


93771 dermal fibroblast IL-4 


39.8 


0.0 
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93259 IBD Colitis 1** 


6.6 


0.0 


93260 IBD Colitis 2 


8.0 


8.1 


93261 BDCrohns 


8.2 


14.7 


735010 Colon normal 


30.5 


48.3 


735019 Lung_none 


14.5 


11.7 


64028-1 Thymus none 


22.1 


10.1 


64030-1 Kidney none 


0.0 


0.0 



Panel 1.2 Summary: 

Agl507 Expression of the NOV8 gene appears to be highest in adipose tissue. 

5 However, this sample is contaminated by genomic DNA and must therefore be disregarded. 
Taking this into account this gene is most highly expressed in a sample derived from an 
ovarian cancer cell line (OVCAR-5) (CT = 32.5). Overall, there is a predominant pattern 
showing overexpression of the NOV8 gene in cancer cell lines, when compared to normal 
tissues. For example, relative overexpression of this gene is seen in ovarian cancer cell lines, 

10 melanoma cell lines, lung cancer cell lines, renal cancer cell lines and colon cancer cell lines. 
Thus, expression of the NOV8 gene could be used to distinguish cultured cell lines from 
normal tissues. In addition, these data indicate that the expression of this gene is associated 
with cancer and thus, therapeutic modulation of the NOV8 gene product is of use in the 
treatment of a variety of cancers. 

15 

Panel 1.3D Summary: 

A gl507/Agl558/Agl602 Expression of the NOV8 gene is low/undetectable (CT 
values > 35) across all of the samples on this panel (data not shown). 

20 Panel 2D Summary: 

Agl602 Significant expression of the NOV8 gene is limited to a sample of normal lung 
(CT = 34.2). Therefore, NOV8 nucleic acids can be used .as a marker to identify lung tissue. 
In addition, the NOV8 gene product may play a role in the development of lung diseases 
including asthma and emphysema A pl507/Agl558 Expression of the NOV8 gene is 

25 low/undetectable (CT values > 34.5) across all of the samples on this panel (data not shown). 

Panel 4D Summary: 

Agl507/Agl558 Expression of the NOV8 gene is low but significant in activated 
dermal fibroblasts and PHA stimulated PBMC (CT 34.4). Results from the experiment using 
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Agl507 are quite similar to Agl558 except that expression is also seen in activated small 
airway epithelium (CT 34.6). This result is consistent with what was observed in Panel 2D. 
Expression in small airway epithelium is expected since the NOV8 gene encodes a protein 
with homology to the serotonin receptor. Therefore, the use of antibodies or the extracellular 
domain of this receptor could be beneficial for the treatnment of allergic diseases such as 
asthma, eczema, atopic dermatitis, and any disease associated with delayed type 
hypersensitivity. Agl602 Expression of the NOV8 gene is low/undetectable (CT values > 
34.5) across all of the samples on this panel (data not shown). 

Panel CNSD.01 Summary: 

Agl602 Expression of the NOV8 gene is low/undetectable (CT values > 34.5) across 
all of the samples on this panel (data not shown). 

Panel CNS_neurodegeneration_vl.O Summary: 

Agl 507/Agl 558/Agl 602 Expression of the NOV8 gene is low/undetectable (CT 
values > 34.5) across all of the samples on this panel (data not shown). 

Example 2. SNP analysis of NOVX clones 

SeqCallingTM Technology: cDNA was derived from various human samples 
representing multiple tissue types, normal and diseased states, physiological states, and 
developmental states from different donors. Samples were obtained as whole tissue, cell lines, 
primary cells or tissue cultured primary cells and cell lines. Cells and cell lines may have been 
treated with biological or chemical agents that regulate gene expression for example, growth 
factors, chemokines, steroids. The cDNA thus derived was then sequenced using CuraGen's 
proprietary SeqCalling technology. Sequence traces were evaluated manually and edited for 
corrections if appropriate. cDNA sequences from all samples were assembled with themselves 
and with public ESTs using bioinformatics programs to generate CuraGen's human SeqCalling 
database of SeqCalling assemblies. Each assembly contains one or more overlapping cDNA 
sequences derived from one or more human samples. Fragments and ESTs were included as 
components for an assembly when the extent of identity with another component of the 
assembly was at least 95% over 50 bp. Each assembly can represent a gene and/or its variants 
such as splice forms and/or single nucleotide polymorphisms (SNPs) and their combinations. 

Variant sequences are included . A variant sequence can include a single nucleotide 
polymorphism (SNP). A SNP can, in some instances, be referred to as a "cSNP" to denote that 
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the nucleotide sequence containing the SNP originates as a cDNA. A SNP can arise in several 
ways. For example, a SNP may be due to a substitution of one nucleotide for another at the 
polymorphic site. Such a substitution can be either a transition or a transversiorL A SNP can 
also arise from a deletion of a nucleotide or an insertion of a nucleotide, relative to a reference 
5 allele. In this case, the polymorphic site is a site at which one allele bears a gap with respect to 
a particular nucleotide in another allele. SNPs occurring within genes may result in an 
alteration of the amino acid encoded by the gene at the position of the SNP. Intragenic SNPs 
may also be silent, however, in the case that a codon including a SNP encodes the same amino 
acid as a result of the redundancy of the genetic code. SNPs occurring outside the region of a 

10 gene, or in an intron within a gene, do not result in changes in any amino acid sequence of a 
protein but may result in altered regulation of the expression pattern for example, alteration in 
temporal expression, physiological response regulation, cell type expression regulation, 
intensity of expression, stability of transcribed message. 

Method of novel SNP Identification: SNPs are identified by analyzing sequence 

1 5 assemblies using CuraGerfs proprietary SNPTool algorithm. SNPTool identifies variation in 
assemblies with the following criteria: SNPs are not analyzed within 10 base pairs on both 
ends of an alignment; Window size (number of bases in a view) is 10; The allowed number of 
mismatches in a window is 2; Minimum SNP base quality (PHRED score) is 23; Mi nimum 
number of changes to score an SNP is 2/assembly position. SNPTool analyzes the assembly 

20 and displays SNP positions, associated individual variant sequences in the assembly, the depth 
of the assembly at that given position, the putative assembly allele frequency, and the SNP 
sequence variation. Sequence traces are then selected and brought into view for manual 
validation. The consensus assembly sequence is imported into CuraTools along with variant 
sequence changes to identify potential amino acrid changes resulting from the SNP sequence 

25 variation. Comprehensive SNP data analysis is then exported into the SNPCalling database. 

Method of novel SNP Confirmation: SNPs are confirmed employing a validated 
method know as Pyrosequencing (Pyrosequencing, Westborough, MA). Detailed protocols for 
Pyrosequencing can be found in: Alderborn et al. Determination of Single Nucleotide 
Polymorphisms by Real-time Pyrophosphate DNA Sequencing. (2000). Genome Research. 10, 

30 Issue 8, August. 1249-1265. In brie£ Pyrosequencing is a real time primer extension process 
of genotyping. This protocol takes double-stranded, biotinylated PGR products from genomic 
DNA samples and binds them to streptavidin beads. These beads are then denatured producing 
single stranded bound DNA. SNPs are characterized utilizing a technique based on an indirect 
bioluminometric assay of pyrophosphate (PPi) that is released from each dNTP upon DNA 
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chain elongation. Following Klenow polymerase-mediated base incorporation, PPi is released 
and used as a substrate, together with adenosine 5-phosphosulfate (APS), for ATP sulfurylase, 
which results in the formation of ATP. Subsequently, the ATP accomplishes the conversion of 
luciferin to its oxi-derivative by the action of luciferase. The ensuing light output becomes 
5 proportional to the number of added bases, up to about four bases. To allow processivity of the 
method dNTP excess is degraded by apyrase, which is also present in the starting reaction 
mixture, so that only dNTPs are added to the template during the sequencing. The process has 
been fully automated and adapted to a 96-well format, which allows rapid screening of large 
SNP panels. The DNA and protein sequences for the novel single nucleotide polymorphic 
1 0 variants are reported. Variants are reported individually but any combination of all or a select 
subset of variants are also included. In addition, the positions of the variant bases and the 
variant amino acid residues are underlined. 

Results 

1 5 Variants are reported individually but any combination of all or a select subset of 

variants are also included as contemplated NOVX embodiments of the invention. 

NOVla SNP data: 

NOVla (clone sggc__draft__dj881pl9_20000725) has seven SNP variants, whose 
20 variant positions for its nucleotide and amino acid sequences is numbered according to SEQ 
ID NOSrl and 2, respectively. The nucleotide sequence of the NOV1 variant differs as shown 
in Table 48. . 



Table 48. SNP and Coding Variants for NOVla 


NT Position 
of cSNP 


Wild Type 
NT 


Variant NT 


Amino Acid 
position 


Amino Acid 
Change 


61 


G 


A 


17 


A->T 


280 


C 


T 


88 


No change 


685 


T 


C 


224 


F->L 


874 


A 


G 


286 


T->A 


882 


C 


T 


289 


No change 


896 


A 


G 


294 


D->G 


943 


G 


A 


309 


No change 
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Further, NOVla (X56842_dal) has seven SNP variants, whose variant positions for its 
nucleotide and amino acid sequences is numbered according to SEQ ID NOS:l and 2, 
respectively. The nucleotide sequence of the NOV1 variant differs as shown in Table 49. 



Table 49. SNP and Coding Variants for NOVla 


NT Position of 
cSNP 


Wild Type NT 


Variant NT 


Depth 


149 


c 


T 


20 


195 


T 


C 


20 


217 


T 


c 


20 


826 


G 


A 


16 



NOVlb SNP data: 

NOVlb has seven SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOS:3 and 4, respectively. The nucleotide 
sequence of the NOVlb variant differs as shown in Table 50. 

10 



Table 50. SNP and Coding Variants for NOVlb 


NT Position 
of cSNP 


Wild Type 
NT 


Variant NT 


Amino Acid 
position 


Amino Acid 
Change 


294 


C 


T 


88 


No change 


700 


T 


C 


234 


F->L 


889 


A 


G 


287 


No change 


911 


A 


G 


294 


D->G 


957 


G 


A 


309 


No change 


993 


G 


A 


321 


No change 



NOV3aSNP data: 

NOV3a has seven SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOS:13 and 14, respectively. The 
15 nucleotide sequence of the NOV3a variant differs as shown in Table 5 1 . 



Table 51. SNP and Coding Variants for NOV3a 


NT Position 
of cSNP 


Wild Type 
NT 


Variant NT 


Amino Acid 
position 


Amino Acid 
Change 


446 


T 


c 


149 


F->L 


553 


A 


G 


184 


No change 



NOV4a SNP data: 
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In the following positions, one or more consensus positions (Cons. Pos.) of the 
nucleotide sequence have been identified as SNPs. "Depth" rerepresents the number of clones 
covering the region of the SNP. The Putative Allele Frequency (Putative Allele Freq.) is the 
fraction of all the clones containing the SNP. A dash ("-"), when shown, means that a base is 
5 not present. The sign ">" means "is changed to". 

NOV4a has one SNP variant, whose variant positions for its nucleotide and amino acid 
sequences is numbered according to SEQ ID NOS:17 and 18, respectively. The nucleotide 
sequence of the NOV3a variant differs as shown in Table 52. 



Table 52. cSNP and Coding Variants for NOV4a 


NT Position 
of cSNP 


Wild Type 
NT 


Variant NT 


Amino Acid 
position 


Amino Acid 
Change 


471 


A 


G 


129 


N->S 



NOV4b SNP data: 

NOV4b has four SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOS:19 and 20, respectively. The 
nucleotide sequence of the NOV4b variant differs as shown in Table 53. 
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Table 53. cSNP and Coding Variants for NOV4b 


NT Position 
of cSNP 


Wild Type 
NT 


Variant NT 


Amino Acid 
position 


Amino Acid 
Change 


183 


C 


T 




None 


423 


G 


A 


63 


D->N 


625 


A 


G 


130 


N->S 



NOV6 SNP data: 

NOV6 has three SNP variants, whose variant positions for its nucleotide and amino 
20 acid sequences is numbered according to SEQ ID NOS:25 and 26, respectively. The 
nucleotide sequence of the NOV6 variant differs as shown in Table 54. 



Table 54. SNP and Coding Variants for NOV6 


NT Position 
of cSNP 


Wild Type 
NT 


Variant NT 


Amino Acid 
position 


Amino Acid 
Change 


609 


G 


A 


203 


No change 



NOV9 SNP data: 
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In the following positions, one or more consensus positions (Cons. Pos.) of the 
nucleotide sequence have been identified as SNPs. "Depth" rerepresents the number of clones 
covering the region of the SNP. The Putative Allele Frequency (Putative Allele Freq.) is the 
fraction of all the clones containing the SNP. A dash ("-")> when shown, means that a base is 
5 not present. The sign ">" means "is changed to." 

NO V9 has six SNP variants, whose variant positions for its nucleotide and amino acid 
sequences is numbered according to SEQ ID NOS:31 and 32, respectively. The nucleotide 
sequence of the NOV6 variant differs as shown in Table 55. 



Table 55. SNP and Coding Variants for NOV6 


NT Position 
of cSOT 


Wild Type 
NT 


Variant NT 


Amino Acid 
position 


Amino Acid 
Change 


116 


T 


C 


5 


S->P 


131 


T 


C 


10 


S->P 


142 


C 


T 


13 


S->L 


196 


A 


G 


31 


K->R 


267 


C 


T 


55 


A->V 


281 


T 


C 


60 


L->P 



10 

EQUIVALENTS 

Although particular embodiments have been disclosed herein in detail, this has been 
1 5 done by way of example for purposes of illustration only, and is not intended to be limiting 
with respect to the scope of the appended claims, which follow. In particular, it is 
contemplated by the inventors that various substitutions, alterations, and modifications may be 
made to the invention without departing from the spirit and scope of the invention as defined 
by the claims. The choice of nucleic acid starting material, clone of interest, or library type is 
20 believed to be a matter of routine for a person of ordinary skill in the art with knowledge of the 
embodiments described herein. Other aspects, advantages, and modifications considered to be 
within the scope of the following claims. 
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1 . An isolated polypeptide comprising an amino acid sequence selected from the group 
consisting of: 

(a) a mature form of an amino acid sequence selected from the group consisting of 
5 SEQ ID NOS: 2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 28, 30, and 32; 

(b) a variant of a mature form of an amino acid sequence selected from the group 
consisting of SEQ ID NOS: 2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 28, 30, 
and 32, wherein one or more amino acid residues in said variant differs from 
the amino acid sequence of said mature form, provided that said variant differs 

10 in no more than 15% of the amino acid residues from the amino acid sequence 

of said mature form; 

(c) an amino acid sequence selected from the group consisting SEQ ID NOS: 2, 4, 
6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 28, 30, and 32; and 

(d) a variant of an amino acid sequence selected from the group consisting of SEQ 
15 ID NOS: 2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 28, 30, and 32; wherein 

one or more amino acid residues in said variant differs from the amino acid 
sequence of said mature form, provided that said variant differs in no more than 
1 5% of amino acid residues from said amino acid sequence. 

20 2 The polypeptide of claim 1, wherein said polypeptide comprises the amino acid 

sequence of a naturally-occurring allelic variant of an amino acid sequence selected 
from the group consisting SEQ ID NOS: 2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 
28, 30, and 32. 

25 3. The polypeptide of claim 2, wherein said allelic variant comprises an amino acid 
sequence that is the translation of a nucleic acid sequence differing by a single 
nucleotide from a nucleic acid sequence selected from the group consisting of SEQ ID 
NOS: 1, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, 23, 25, 27, 29, and 31. 

30 4. The polypeptide of claim 1 , wherein the amino acid sequence of said variant comprises 
a conservative amino acid substitution. 
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An isolated nucleic acid molecule comprising a nucleic acid sequence encoding a 
polypeptide comprising an amino acid sequence selected from the group consisting of: 

(a) a mature form of an amino acid sequence selected from the group consisting of 
SEQ ID NOS: 2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 28, 30, and 32; 

(b) a variant of a mature form of an amino acid sequence selected from the group 
consisting of SEQ DD NOS: 2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 28, 30, 
and 32, wherein one or more amino acid residues in said variant differs from 
the amino acid sequence of said mature form, provided that said variant differs 
in no more than 15% of the amino acid residues from the amino acid sequence 
of said mature form; 

(c) an amino acid sequence selected from the group consisting of SEQ ID NOS: 2, 
4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 28, 30, and 32; 

(d) a variant of an amino acid sequence selected from the group consisting SEQ ID 
NOS: 2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 28, 30, and 32, wherein one 
or more amino acid residues in said variant differs from the amino acid 
sequence of said mature form, provided that said variant differs in no more than 
15% of amino acid residues from said amino acid sequence; 

(e) a nucleic acid fragment encoding at least a portion of a polypeptide comprising 
an amino acid sequence chosen from the group consisting of SEQ ID NOS: 2, 
4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 28, 30, and 32, or a variant of said 
polypeptide, wherein one or more amino acid residues in said variant differs 
from the amino acid sequence of said mature form, provided that said variant 
differs in no more than f5% of amino acid residues from said amino acid 
sequence; and 

(f) a nucleic acid molecule comprising the complement of (a), (b), (c), (d) or (e). 

The nucleic acid molecule of claim 5, wherein the nucleic acid molecule comprises the 
nucleotide sequence of a naturally-occurring allelic nucleic acid variant. 

The nucleic acid molecule of claim 5, wherein the nucleic acid molecule encodes a 
polypeptide comprising the amino acid sequence of a naturally-occurring polypeptide 
variant 
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8. The nucleic acid molecule of claim 5, wherein the nucleic acid molecule differs by a 
single nucleotide from a nucleic acid sequence selected from the group consisting of 
SEQ ID NOS: 1, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, 23, 25, 27, 29, and 31. 



5 9. The nucleic acid molecule of claim 5, wherein said nucleic acid molecule comprises a 
nucleotide sequence selected from the group consisting of: 

(a) a nucleotide sequence selected from the group consisting of SEQ ID NOS: 1, 3, 
5, 7, 9, 11, 13, 15, 17, 19, 21, 23, 25, 27, 29, and 31; 

(b) a nucleotide sequence differing by one or more nucleotides from a nucleotide 
10 sequence selected from the group consisting of SEQ ID NOS: 1, 3, 5, 7, 9, 11, 

13, 15, 17, 19, 21, 23, 25, 27, 29, and 31, provided that no more than 20% of 
the nucleotides differ from said nucleotide sequence; 

(c) a nucleic acid fragment of (a); and 

(d) a nucleic acid fragment of (b). 



15 



10. The nucleic acid molecule of claim 5, wherein said nucleic acid molecule hybridizes 
under stringent conditions to a nucleotide sequence chosen from the group consisting 
SEQ ID NOS: 1, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, 23, 25, 27, 29, and 31, or a 
complement of said nucleotide sequence. 
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1 1. The nucleic acid molecule of claim 5, wherein the nucleic acid molecule comprises a 
nucleotide sequence selected from the group consisting of: 

(a) a first nucleotide sequence comprising a coding sequence differing by one or 
more nucleotide sequences from a coding sequence encoding said amino acid 

25 sequence, provided that no more than 20% of the nucleotides in the coding 

sequence in said first nucleotide sequence differ from said coding sequence; 

(b) an isolated second polynucleotide that is a complement of the first 
polynucleotide; and 

(c) a nucleic acid fragment of (a) or (b). 



30 



12. A vector comprising the nucleic acid molecule of claim 1 1 . 

13. The vector of claim 12, further comprising a promoter operably-linked to said nucleic 
acid molecule. 
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14. A cell comprising the vector of claim 12. 

15. An antibody that binds immunospecifically to the polypeptide of claim 1 . 

5 

16. The antibody of claim 15, wherein said antibody is a monoclonal antibody. 

17. The antibody of claim 15, wherein the antibody is a humanized antibody. 

10 18. A method for determining the presence or amount of the polypeptide of claim 1 in a 
sample, the method comprising: 

(a) providing the sample; 

(b) contacting the sample with an antibody that binds immimospecifically to the 
polypeptide; and 

1 5 (c) determining the presence or amount of antibody bound to said polypeptide, 

thereby determining the presence or amount of polypeptide in said sample. 



19. A method for determining the presence or amount of the nucleic acid molecule of 
claim 5 in a sample, the method comprising: 

20 (a) providing the sample; 

(b) contacting the sample with a probe that binds to said nucleic acid molecule; and 

(c) determining the presence or amount of the probe bound to said nucleic acid 
molecule, 

thereby determining the presence or amount of the nucleic acid molecule in said sample. 

25 

20. The method of claim 19 wherein presence or amount of the nucleic acid molecule is 
used as a marker for cell or tissue type. 



21 . The method of claim 20 wherein the cell or tissue type is cancerous. 

30 

22. A method of identifying an agent that binds to a polypeptide of claim 1, the method 
comprising: 

(a) contacting said polypeptide with said agent; and 

(b) determining whether said agent binds to said polypeptide. 
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23. The method of claim 22 wherein the agent is a cellular receptor or a downstream 
effector. 

24. A method for identifying an agent that modulates the expression or activity of the 
polypeptide of claim 1 , the method comprising: 

(a) providing a cell expressing said polypeptide; 

(b) contacting the cell with said agent, and 

(c) determining whether the agent modulates expression or activity of said 
polypeptide, 

whereby an alteration in expression or activity of said peptide indicates said agent modulates 
expression or activity of said polypeptide. 

25. A method for modulating the activity of the polypeptide of claim 1, the method 
comprising contacting a cell sample expressing the polypeptide of said claim with a 
compound that binds to said polypeptide in an amount sufficient to modulate the 
activity of the polypeptide. 

26. A method of treating or preventing a NOVX-associated disorder, said method 
comprising administering to a subject in which such treatment or prevention is desired 
the polypeptide of claim 1 in an amount sufficient to treat or prevent said NOVX- 
associated disorder in said subject. 

27. The method of claim 26, wherein said subject is a human. 

28. A method of treating or preventing a NOVX-associated disorder, said method 
comprising administering to a subject in which such treatment or prevention is desired 
the nucleic acid of claim 5 in an amount sufficient to treat or prevent said NOVX- 
associated disorder in said subject. 

29. The method of claim 28, wherein said subject is a human. 

30. A method of treating or preventing a NOVX-associated disorder, said method 
comprising administering to a subject in which such treatment or prevention is desired 
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the antibody of claim 15 in an amount sufficient to treat or prevent said NOVX- 
associated disorder in said subject 



3 1 . The method of claim 30, wherein the subject is a human. 

5 

32. A pharmaceutical composition comprising the polypeptide of claim 1 and a 
pharmaceutically-acceptable carrier. 

33. A pharmaceutical composition comprising the nucleic acid molecule of claim 5 and a 
10 pharmaceutically-acceptable carrier. 

34. A pharmaceutical composition comprising the antibody of claim 1 5 and a 
pharmaceutically-acceptable carrier. 

15 35, A kit comprising in one or more containers, the pharmaceutical composition of claim 
32. 

36. A kit comprising in one or more containers, the pharmaceutical composition of claim 
33. 

20 

37. A kit comprising in one or more containers, the pharmaceutical composition of claim 
34. 

38. A method for determining the presence of or predisposition to a disease associated with 
25 altered levels of the polypeptide of claim 1 in a first mammalian subject, the method 

comprising: 

(a) measuring the level of expression of the polypeptide in a sample from the first 
mammalian subject; and 

(b) comparing the amount of said polypeptide in the sample of step (a) to the 
30 amount of the polypeptide present in a control sample from a second 

mammalian subject known not to have, or not to be predisposed to, said 
disease; 

wherein an alteration in the expression level of the polypeptide in the first subject as compared 
to the control sample indicates the presence of or predisposition to said disease. 
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39. The method of claim 38 wherein the predisposition is to cancers. 

40. A method for determining the presence of or predisposition to a disease associated with 
altered levels of the nucleic acid molecule of claim 5 in a first mammalian subject, the 
method comprising: 

(a) measuring the amount of the nucleic acid in a sample from the first mammalian 
subject; and 

(b) comparing the amount of said nucleic acid in the sample of step (a) to the 
amount of the nucleic acid present in a control sample from a second 
mammalian subject known not to have or not be predisposed to, the disease; 

wherein an alteration in the level of the nucleic acid in the first subject as compared to the 
control sample indicates the presence of or predisposition to the disease. 



15 41 . The method of claim 40 wherein the predisposition is to a cancer. 

42. A method of treating a pathological state in a mammal, the method comprising 
administering to the mammal a polypeptide in an amount that is sufficient to alleviate 
the pathological state, wherein the polypeptide is a polypeptide having an amino acid 

20 sequence at least 95% identical to a polypeptide comprising an amino acid sequence of 

at least one of SEQ ID NOS: 2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 28, 30, and 
32, or a biologically active fragment thereof 

43. A method of treating a pathological state in a mammal, the method comprising 
25 administering to the mammal the antibody of claim 15 in an amount sufficient to 

alleviate the pathological state. 
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